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Abstract
Diurnal changes in gene expression occur in all living organisms and have been studied on model plants such as Arabidopsis
thaliana. To our knowledge the impact of the nycthemeral cycle on the genetic program of fleshly fruit development has
been hitherto overlooked. In order to circumvent environmental changes throughout fruit development, young and
ripening berries were sampled simultaneously on continuously flowering microvines acclimated to controlled circadian light
and temperature changes. Gene expression profiles along fruit development were monitored during both day and night
with whole genome microarrays (NimblegenH vitis 12x), yielding a total number of 9273 developmentally modulated
probesets. All day-detected transcripts were modulated at night, whereas 1843 genes were night-specific. Very similar
developmental patterns of gene expression were observed using independent hierarchical clustering of day and night data,
whereas functional categories of allocated transcripts varied according to time of day. Many transcripts within pathways,
known to be up-regulated during ripening, in particular those linked to secondary metabolism exhibited a clearer
developmental regulation at night than during the day. Functional enrichment analysis also indicated that diurnally
modulated genes considerably varied during fruit development, with a shift from cellular organization and photosynthesis
in green berries to secondary metabolism and stress-related genes in ripening berries. These results reveal critical changes
in gene expression during night development that differ from daytime development, which have not been observed in
other transcriptomic studies on fruit development thus far.
Citation: Rienth M, Torregrosa L, Kelly MT, Luchaire N, Pellegrino A, et al. (2014) Is Transcriptomic Regulation of Berry Development More Important at Night than
During the Day? PLoS ONE 9(2): e88844. doi:10.1371/journal.pone.0088844
Editor: Nicholas S. Foulkes, Karlsruhe Institute of Technology, Germany
Received October 4, 2013; Accepted January 12, 2014; Published February 13, 2014
Copyright:  2014 Rienth et al. This is an open-access article distributed under the terms of the Creative Commons Attribution License, which permits
unrestricted use, distribution, and reproduction in any medium, provided the original author and source are credited.
Funding: This work is part of the DURAVITIS program which is financially supported by the ANR (Agence national de la recherche) -Genopole (project ANR-2010-
GENM-004-01) and the Jean Poupelain foundation (30 Rue Gaˆte Chien, 16100 Javrezac, France). The funders had no role in study design, data collection and
analysis, decision to publish, or preparation of the manuscript.
Competing Interests: The authors have declared that no competing interests exist.
* E-mail: romieu@supagro.inra.fr
Introduction
The grapevine is one of the most abundant perennial crops in
the world with a total surface of approximately 7.6 million hectares
planted under vines [1]. Complex, poorly understood processes,
occurring at different stages throughout berry development
determine the final quality of the fruit. The development of the
grapevine berry follows a double sigmoid growth pattern
consisting of two distinct growth phases separated by a lag phase
[2]. Cell division triggered at anthesis occurs only during the first
phase of berry development, which lasts approximately 50 to 60
days after flowering, depending on cultivar and environmental
conditions [3,4]. This stage is marked by a first period of vacuolar
expansion that relies on the synthesis and storage of tartaric and
malic acid [5] as the major osmoticums at a vacuolar pH of
approximately 2.6 [6]. Several other compounds, with an
important effect on ultimate wine quality are also accumulated
during the first growth period of the berry. Amongst these are
hydrocinnamic acids, tannins, amino acids [7,8,9] and some
aroma compounds such as methoxypyrazines in varietals such as
Cabernet Sauvignon, Cabernet Frank and Sauvignon blanc
[10,11]. The first growth phase is followed by a lag phase where
berry growth and organic acid accumulation cease. The most
significant changes in gene expression are triggered during the
24 h transition phase between the lag phase and ripening, where
berries suddenly soften individually [12,13]. During the subse-
quent ripening phase, the volume of the berry roughly doubles,
with the accumulation of approximately 1 M hexoses as
osmoticums, and the respiration of malic acid is induced
simultaneously with sugar loading. During ripening, amino acids
and anthocyanins accumulate [3] and major aromatic compounds
including terpenes, norisoprenoids, esters and thiols are synthe-
sized [10]. The control of these physiological processes is not well
understood in the grapevine – which is a non-climacteric fruit
exhibiting completely different developmental characteristics from
climacteric fruit such as tomato or banana which have been more
extensively studied [14].
Since the publication of the grapevine Genome in 2007 [15]
several high-throughput technologies have been developed in
order to gain a greater understanding of the regulation of
physiological changes occurring during berry development.
Studies using microarrays or RNA sequencing technology have
been carried out on economically important Vitis Vinifera L.
cultivars, for example Chardonnay, Muscat de Hamburg,
Trincadeira, Cabernet Sauvignon, Shiraz, Corvina and Pinot
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Noir. [13,16,17,18,19,20,21,22]. These studies led to a greater
understanding of some traits of berry ripening including the
regulation of tannin and anthocyanin biosynthesis pathways [23].
However, major physiological events such as the onset of malic
acid respiration are not fully understood at this time [24,25].
Presumably the lack of significant transcriptional changes in such
studies is due to sampling protocols that did not pay sufficient
attention to specific time points during berry development. Other
possible reasons are uncontrolled environmental conditions
leading to the introduction of significant, unquantifiable biases in
gene expression, covering developmentally regulated changes.
All studies on grapevine berry development have been
conducted on field grown grapevines where impacts on gene
expression arising from environmental conditions cannot be
avoided. Furthermore, all studies on berries and other fleshy
fruits were carried out during the day. For this reason changes
occurring throughout berry development during the night were
neglected, despite the knowledge of significant diurnal changes,
such as fruit swelling during the nighttime [26,27], daytime-
dependent regulation of photosynthesis [28] and changes in gene
expression related to the circadian clocks. The latter, whose
central function is to sustain robust cycling across a wide range of
light and temperature conditions are known to regulate physiology
in order to respond to the day/night cycle [29]. Circadian timing
involves the rhythmic expression of genes that were identified in
many organisms and tissues from cyanobacteria to mammals
[30,31]. Studies of gene expression by transcriptomics were the
first global experiments to provide information on the molecular
rhythms at the whole plant level [32]. Early time–course studies
estimated that 2–16% of the steady state transcriptome is
regulated by the circadian clock with peak phases occurring
throughout the day [33,34]. The circadian effect is well buffered
across a range of temperatures and conditions by a compensatory
mechanism [35]. This is the first study where gene expression
during berry/fleshy fruit development was characterized simulta-
neously during the day and at night.
The studied microvine is a GAI1 (GA insensitive) mutant
regenerated from the L1 cell layer of Pinot Meunier L., exhibiting
a dwarf stature and an early and continuous fructification along
the main vegetative axis [36,37]. It was previously proposed as a
new model for grapevine research in genetics and physiology
[38,39,40] and was shown to be adapted for small scale
experiments in climatic chambers [41]. The dwarf stature of the
microvine made it possible to grow plants under strictly controlled
conditions during the whole period of reproductive development,
and to obtain simultaneously, on the same plant, fruits at different
developmental stages, thus minimizing the introduction of
environmental biases linked to field conditions or noticeable
changes in photoperiod during the reproductive cycle. A whole
genome approach with Vitis 12X NimblegenH 30 K microarrays
was used on four different developmental stages sampled during
the day and night. Results show that developmental regulation of
gene expression at night is very critical for grapevine fruit
development with many genes responding in a different manner
between developmental stages. The number and categories of
modulated genes between day and night differ tremendously
depending on the different stages of berry development especially
between the green and the ripening berry.
Results and Discussion
Stage Selection and Validation of Experimental Design
Berries at six developmental stages were sampled simultaneously
during the day or night: berry set (BS), two stages during green
growth (G1, G2), lag phase or ‘‘plateau herbace´’’ (PH) and two
ripening phases (R1 and R2; Figure 1). Berries from microvines
displayed the same three typical phases of development as field
vines in relation to the evolution of fresh weight and major solutes
(Figure 1). The first or green growth period where malic acid
concentration increases up to 280 mEq is followed by the lag
phase with berry growth and acid accumulation leveling off at
around 0.6 g berry weight. Thereafter growth is resumed; hexose
accumulation starts simultaneously with the breakdown of malic
acid, until berry weight reaches 1.4 g and hexoses reach 1 M at
maturity. Tartaric acid accumulation ceases at 120 mEq during
the first growth period, yielding a malate to tartrate ratio of 2.3,
before reducing in concentration due to dilution, while remaining
constant on a per berry basis (data not shown).
The amino acid profile of berries is presented in Table S1. The
most abundant amino acids of the microvine berry were proline
(pro), arginine (arg) followed by alanine (ala), glutamic acid (glu),
aspargine (asp), threonine (thr), glutamine (gln) and lysine. Free
amino acid concentrations vary depending on cultivar, rootstock/
scion combinations, vine nutrient management, vineyard site, and
growing season [43]. However, the microvine presents an amino
acid profile comparable to field grapevine cultivars [42,43]. From
these observations, it can be concluded that the gai1 mutation in
the dwarf phenotype of the microvine does not impact major fruit
developmental features. This can be explained by the tissue
specificity of GAI1 that is expressed in several grapevine organs but
not fruits, conversely to other GAIs genes (data not shown).
Four stages were selected for transcriptomic analysis, including
two stages in each successive growth period. Berry growth and
acid accumulation occurred at maximal rate in G1 and more
slowly in G2, just before the lag phase. In the same manner, two
stages were selected during ripening, which share quite close
physiological characteristics, but with slower growth and sugar
import rates in R2 as compared to R1.
Of the 9273 transcripts detected as modulated between at least
two stages, (fold change (fc) .2; pval adj ,0.05), 7430 of these
were simultaneously detected in both day and night samples; 1843
appeared in the night only, whereas none were restricted to day
samples (Table S3). This repartition a posteriori validates robust
changes in gene expression hitherto obtained through day-
screenings as reported in the literature
[13,16,17,18,19,20,21,22]. However, a substantial part of devel-
opmentally regulated changes in gene expression occurring
specifically at night was totally overlooked so far. Transcripts
modulated in microvine berries between green and ripening stages
were compared with data extracted from Fasoli et al., 2012 [44]
conducted on Vitis vinifera cv Corvina berries, available in the Gene
Expression Omnibus under the series entry GSE36128 (http://
www.ncbi.nlm.nih.gov/geo/query/acc.cgi?token = lfcrxesyciqgs
joandacc = GSE36128).
1970 transcripts were detected in Corvina berries between the
stages called ‘‘post-fruit set’’ (green berry) and ‘‘ripening’’. Of
these, 1550 (79%) were also modulated in microvine between
green and ripening berries (Table S6) and showed good linear
correlation in their expression (R2 = 0.72; Figure S5). The large
number of commonly modulated genes despite different geno-
types, environmental conditions and sampling stages, validates the
microvine as a model for the study of berry physiology and
transcriptomics. In contrast, it must be emphasized that 94% of
the 1843 genes detected here that were specifically modulated
during nighttime development have not been observed in daytime
experiments on Corvina berries.
Analysis of the data at each of the four stages revealed that 2684
transcripts changed expression during the day/night transition at
Day - Night Transcriptomics of Berry Development
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one developmental stage at least. Amongst them 1849 (70%) also
showed developmental changes between individual growth stages.
An overview of down- and up-regulated transcripts between day
and night is presented in Table S2. Principal component analysis
(PCA; Figure 2) was applied separately on the two green stages, the
two ripening stages and between G1 and R1. The two green stages
are separated by the first PC explaining half of the variation in
gene expression with greater differences for the night samples
compared to day samples. The second PC, accounting for 11% of
the variation in gene expression represents the day/night axis and
shows a clearer separation for G2. The PCA on ripening stages
yields an inversion of these axes, with PC1 explaining once again
half of the variation but separating day and night, while
developmental stages can be distinguished by PC2 (14% variance)
for the night samples only. In the plot between G1 and R1 90%
variance can be attributed to development (PC1) and only 4%
account for day and night differences (PC2). This large variation
between green and ripe berries concurs with the fact that most
important changes in gene expression occur at the onset of
ripening in developing berries [12,13]. The day/night discrimi-
nation explained by PC2 is more pronounced for the later rather
than for the earlier developmental stages. These results highlight
the importance of considering the berry transcriptome at night
where close stages seem to show more significant differences than
during the day.
Developmentally Regulated Gene Expression
The previous 9273 developmentally regulated transcripts were
allocated to the same number of clusters, treating day and night
samples separately. Both independent hierarchical clusterings
yielded very similar expression patterns for day and night
(Figure 3), however, a large number of transcripts differed between
day and night in corresponding clusters. Functional categories
over-represented in each cluster were obtained through enrich-
ment analysis (Figures S1 to S4). Transcripts induced during
ripening (cluster 1) only during the day or at night are illustrated in
Figure 4A together with those repressed during ripening (cluster 2;
Figure 4 B). This highlights developmentally regulated processes
Figure 1. Main biochemical characteristics of sampled berries. BS: Berry Set, G1: Green stage 1, G2: Green stage 2, PH: Plateau Herbace´/lag
phase, R1: Ripening stage 1, R2: Ripening stage 2.
doi:10.1371/journal.pone.0088844.g001
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and their diurnal dependence. Flavonoid metabolism, amino acid
metabolism and cell wall-related processes were noticeably
induced in ripening berries during the night and not specifically
during the day. A large number of photosynthesis-related genes
were repressed only at night between young and ripening stages.
This highlights the need to include nighttime sampling in
developmental studies in order to investigate a substantially wider
range of transcriptomic changes.
Day/Night Modulated Transcripts
A second approach consisted of screening for genes differentially
expressed between day and night at all four developmental stages
(Figure 5). Surprisingly, very few transcripts (3 and 6) remained
day/night modulated throughout berry development. This indi-
cates that no pure mechanism of diurnal regulation prevails over
all developmental stages. Many day/night-modulated genes were
actually conserved within the green or the ripening group. In this
respect, most genes in green berries were modulated between day
and night in G2, whereas the differences in ripening berries were
not as obvious. Berries at the end of the first growth period (G2)
seem consequently to be most responsive to diurnal changes when
compared to other stages. Functional classes of transcripts down-
or up-regulated during the night were clearly separated between
young and ripening berries (Figure 6). Modulated genes in young
berries are mainly attributed to cellular division/expansion events
that occur during the green growth phase (cell growth, cellulose
catabolism, xyloglucan modification, microtubule-driven move-
ment, oil entity organization). At green stages, the berry exhibits
marked diurnal changes in volume consisting of night expansion
followed by day contraction due to berry transpiration and water
backflow to the canopy through xylem vessels [25,49]. This large
amplitude in cell expansion triggered at night places an additional
demand on cell wall structural components. In ripening berries cell
division has ceased and the diurnal pattern of swelling is strongly
reduced by the impairment of xylem conductance preventing
water backflow [25]. Consequently cellular growth-related cate-
gories are no longer significantly enriched within day/night-
modulated transcripts. Photosynthesis (PS)- associated transcripts
are repressed at night in the green berry, which may be due to the
lack of light reactions of the PS system. In the ripening berry,
diurnal changes of gene expression occur mainly within secondary
metabolism, whereas categories like phenylpropanoid, terpenoid
and stilbene biosynthesis were enriched in night-induced tran-
scripts. Interestingly, genes within the latter category inverse their
diurnal pattern between green and ripening berries. A switch from
symplastic to apoplastic phloem unloading is known to occur in
ripening berries [45], with hexoses (mainly fructose and glucose)
being stocked in the vacuoles. Once ripening has started the berry
has thus its own sugar reserves, which can be used for the synthesis
of secondary metabolites.
Indications of Oxidative Burst Occurring at Night in
Ripening Berries
Oxidative burst is known to occur during ripening of climacteric
fruit, but some studies have indicated that this phenomenon can
also take place in non-climacteric fruit such as the grapevine
[13,46,47]. Overexpression of genes involved in ROS scavenging
peaking immediately after the onset of ripening was observed by
several authors [17,48], but its regulation at the transcriptional
level remains unclear since these stress markers seemed to be
absent in other studies [12]. Remarkably and what has never been
previously observed, is that oxidative stress seems to occur in
ripening berries at night, where functional categories related to
oxidative stress response were enriched in up-regulated transcripts
(Figure 6). This observation is confirmed by the fact that genes of
the RBOH (respiratory burst oxidase protein) family
(VIT_14s0060g02320, VIT_01s0150g00440 and
VIT_02s0025g00510) are concomitantly induced at night in
ripening berries (Table S4). RBOHs encode the key enzymatic
subunit of plant NADPH oxidase and support the production of
ROI (reactive oxygen intermediates) following biotic and abiotic
stresses in plants [49]. Ascorbate oxidase isogenes
(VIT_07s0031g01040, VIT_07s0031g01120, VIT_07s0031g01120)
were also induced at night in R2 (Table S4). This family of ROI
scavenging enzymes has been associated with the control of cell
growth and the stress response [50]. A large number of peroxidase
and laccase coding transcripts were found to be up-regulated in
ripening berries at night (Table S4) in agreement with the night
stress hypothesis. Ectopic expression of laccase in yeast confers
improved H2O2 scavenging activity and hereby protect cells from
lipid oxidative damage upon stress [51]. An up-regulation of
RBOH could also be attributed to cell elongation at night during
Figure 2. Principal component analysis separately on green stages (left), ripe stages (right) and between green and ripe (middle)
during the day and night.
doi:10.1371/journal.pone.0088844.g002
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ripening. Studies on Arabidopsis thaliana RBOHc (Atrbohc) mutants
indicated that ROIs activate hyper-polarization Ca2+ channels
which are responsible for localized cell expansion during root-hair
formation [52]. The induction of a calcium-transporting ATPase
Figure 3. Expression profiles of developmentally regulated genes during the day and night. Clustering was performed using k-means
statistics on mean centered RMA normalized expression log2 values. Numbers of all day respectively night specific transcripts in each cluster are
displayed.
doi:10.1371/journal.pone.0088844.g003
Day - Night Transcriptomics of Berry Development
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coding transcript (VIT_13s0158g00360) concomitant with calmod-
ulin-binding proteins, and a calcium/proton exchanger (CAX 3;
VIT_08s0007g02240; Table S4) may indicate day/night changes
in the homeostasis of cytosolic Ca2+ in ripening berries. A
cessation of Ca2+ importation actually results from the marked
shift from xylem to phloem conductance at the onset of ripening
[53]. In plants, stress initiates a signal-transduction pathway, in
which the synthesis of c-aminobutyric acid is increased [54]. This
Figure 4. Example of genes allocated to illustrated clusters (4A: cluster 1 and 4B: cluster 2) specifically during day (red) or night
(blue). Scales are log2 values calculated between G2 and R1.
doi:10.1371/journal.pone.0088844.g004
Figure 5. Overview of day/night modulated transcripts (fold change .2; pval adj ,0.05) in each developmental stage. Left diagram
night down-regulated transcripts; Right diagram night up-regulated transcripts.
doi:10.1371/journal.pone.0088844.g005
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amino acid transiently accumulates in anoxic ripe berries and is
rapidly re-oxidized upon restitution of air supply [55]. The up-
regulation at night of a c-aminobutyric acid transporter
(VIT_13s0074g00570; Table S4) suggests that glutamate decar-
boxylase [56] and GABA shunt activities may be day/night
modulated by changes in cytosolic Ca2+ (see above), pH, or redox
state [57] in ripening berries. Furthermore, the transcription factor
(TF) family WRKY was over-represented in R1 at night (Figure 6).
TFs of the latter family were shown to respond to various types of
biotic stress in rice [58].
Since growth in the ripening berry is due only to cellular
expansion, the data suggests that this occurs mainly during the
night. Additionally it supports the hypothesis presented in
following section on carbohydrates that sugar importation into
the ripening berry may principally occur during the night. It may
also be hypothesized that sugar uploading into the vacuole
increases osmotic pressure and thus represents a stressor for the
cells.
Carbohydrate Transport Related Transcripts Inverse their
Day/Night Modulation from Green to Ripe Berries
Matching the pattern of sugar accumulation, sugar transporters
(ST; VIT_14s0006g03290, VIT_14s0083g00010,
VIT_14s0083g00020, VIT_14s0083g00030, VIT_05s0020g03140)
were up-regulated in ripening berries (cluster 1 day and night;
Table S3 and S5) concomitantly with hexose transporters (HT1
and HT7; VIT_16s0013g01950, VIT_11s0149g00050; Table S4).
Curiously, all detected ST transcripts showed night up-regulation
in the R2 (Table S4). This suggests that the apoplasmic pathway of
sugar loading may be activated during the night with starch
accumulation in chloroplasts occurring during the day and
subsequent translocation as phloem-mobile sucrose during the
night.
Interestingly sucrose synthase transcripts (SuSy;
VIT_05s0077g01930, VIT_10s0071g00070, VIT_00s1562g00010,
VIT_11s0065g01130, VIT_12s0057g00130) were induced during
the night in green berries before the lag phase (Table S4).
Frequently associated with sink tissues, SuSy are thought to be
cytoplasmic enzymes in plant cells where they serve to degrade or
synthesize sucrose and provide carbon for respiration and UDP-
glucose for the synthesis of cell wall polysaccharides and starch
[59,60,61]. It has also been reported that SuSy are tightly
associated with the plasma membrane and therefore might serve
to channel carbon directly from sucrose to cellulose and/or callose
synthases in the plasma membrane [62]. This indicates that
assimilated sugar is processed to cell wall compounds important
for cell development in the night in green berries. Presented
hypothesis is discussed in more detail in the section regarding cell
division.
Principal Events in the Phenylpropanoid Pathway Seem
to be Regulated at Night during Ripening
Phenolic compounds are important substances determining
wine quality; they are partly responsible for color and astringency,
and at the same time for numerous physiological benefits
associated with moderate wine consumption [63]. Most phenolics
derive from the non-oxidative deamination of phenylalanine via
phenylalanine-ammonia-lyase (PAL) and encompass a range of
structural classes such as lignins, phenolic acids, flavonoids and
stilbenes [64]. Significant parts of the phenylpropanoid pathway
and the day/night modulation of its enzymes are illustrated in
Figure 7. A large number of isogenes within this pathway were
repressed during the day (in relation to up-regulated at night)
specifically at the ripe stages. In particular, almost all transcripts
coding for the key enzyme PAL were up-regulated at night in ripe
berries, signifying that major secondary processes take place
during this final phase of development. Accordingly, transcripts
coding the enzymes hydroxycinnamoyl-CoA shikimate/quinate
hydroxycinnamoyltransferase (VIT_11s0037g00440) and p-coumar-
oyl shikimate 3’-hydroxylase (VIT_08s0040g00780), important ele-
ments of the shikimic acid pathway, were concomitantly modu-
lated at night in ripening berries (Table S4). The shikimic acid
pathway converts simple carbohydrate precursors derived from
glycolysis and the pentose phosphate pathway to the aromatic
amino acids tyrosine and phenylalanine, and thus provides the
latter for the phenylpropanoid pathway [65]. Most transcripts
coding for tri-hydroxy-stilbene-synthase, inversed their day/night
modulation between the green and ripening stages (Figure 7) - they
exhibited induction during night in ripening berries and vice versa
in green berries. This implies that stilbene synthesis in ripening
berries takes place during the night and vice versa during green
growth stages, which is supported by the fact that resveratrol synthases
(RS; VIT_16s0100g01110, VIT_16s0100g01070) are concomitantly
regulated. RS intervenes in the final synthetic step of resveratrol,
an important phytoalexin that has been shown to possess
antioxidant and anti-inflammatory properties [66,67].
Proanthocyanidin (PA) biosynthesis is part of the phenylpropa-
noid pathway that also produces anthocyanins and flavonols. PAs
are polymers of flavan-3-ol subunits and often referred to as
condensed tannins. They protect plants against herbivores, are
important quality components of many fruits and constitute the
majority of wine phenolics [68]. Two enzymes, leucoanthocyanidin
reductase (LAR) and anthocyanidin reductase [69] can produce the
flavan-3-ol monomers required for formation of PA polymers
[70,71]. Transcripts coding for ANR (VIT_00s0361g00040) and
LAR (VIT_17s0000g04150, VIT_01s0011g02960) were consistently
down-regulated throughout berry development (cluster 7; Table
S5). The expression of the second LAR transcript in young green
berries was twice as pronounced during the night as during the day
throughout development (Table S3), underlining the importance
of studying gene expression profiles at night. The induction of
these enzymes in green berries concurs with current understanding
that PA accumulation takes place in the early stages of berry
development [71,72]. Interestingly, ANR and LAR transcripts
(VIT_00s0361g00040, VIT_17s0000g04150) were still up-regulated
during the first ripening stage (R1) at nighttime together with the
transcription factor VvMYBPA1 (VIT_15s0046g00170), which
regulates PA synthesis [77] (Table S3). Since no further PA
synthesis is thought to take place during ripening, these results
suggest that catechin and epicatechin monomers could accumulate
in the night, while polymerization in tannosomes [73] would be
blocked. Most of the secondary metabolites synthesized by plants
are glycosylated, Williams and Harborne 1994 [74] characterized
more than 1500 glycosides of flavonoids. Ford and Hoy, 1998
identified several classes of glycosylated secondary metabolites in
grapevine berries, such as phenylpropanoids, including flavonols,
anthocyanidins, flavanones, flavones, isoflavones, and stilbenes
[75]. In this study isogenes of UDP-glycosyltransferases
(VIT_18s0001g06060, VIT_00s0324g00060, VIT_15s0046g01980,
VIT_00s1251g00010, VIT_00s0324g00050; Table S4) were in-
duced during the night in R1, which coincides with the
observations above of increased secondary metabolism. These
diurnal expression profiles could partly explain the empirical
observation that night cool temperatures are essential for the berry
quality, which is partially linked to increased contents of secondary
metabolites in grape berry skins [84].
Day - Night Transcriptomics of Berry Development
PLOS ONE | www.plosone.org 7 February 2014 | Volume 9 | Issue 2 | e88844
Day - Night Transcriptomics of Berry Development
PLOS ONE | www.plosone.org 8 February 2014 | Volume 9 | Issue 2 | e88844
Anthocyanin pigments are exclusively synthesized in berry skins
during ripening [76]. Expression profiles of the principal genes
involved in anthocyanin biosynthesis such as UFGT (UDPglucose:
flavonol 3-O-glucosyltransferase; VIT_04s0044g01540), VvMYBA1
(VIT_02s0033g00380, VIT_02s0033g00410, VIT_02s0033g00440)
and VvMYBA3 (VIT_02s0033g00450) were highly induced in
ripening berries (cluster 1 day and night; Table S3 and S5) and
thereby validate previous results obtained during day sampling on
other Vitis Vinifera varieties [75,81,82,83].
Cell Division Events Occur to a Large Extent at Night in
the Green Berry
The increase in volume and weight observed in grapevine
berries during the first growth phase is due to cell division and
expansion [4,77]. During both early development stages, up-
regulation of functional categories linked to cellular development
was observed both day and night (cell growth and death,
microtubule-driven movement, oil body organization and biogen-
esis; Figure 6). These transcriptomic changes are concomitant with
the large increase in the quantity of cell DNA observed during the
green growth stage [4]. Other authors have shown as well that cell
wall biosynthesis and cytoskeleton organization take place during
this phase, and that the related transcripts are subsequently down-
regulated in ripening berries where no major changes in the
composition of cell wall polysaccharide occurs [21,78,79].
All these categories showed noticeable diurnal variation in green
berries. The xyloglucan functional category was highly over-
represented in transcripts induced at night in G1 (Figure 6).
Several transcripts coding for xyloglucan endotransglycosylases (XET;
VIT_11s0052g01200, VIT_11s0052g01180, VIT_11s0052g01280,
VIT_01s0026g00200, VIT_11s0052g01270, VIT_11s0052g01300)
were also induced at night in G1 (Table S4). Xyloglucan (XG) is a
primary cell wall hemicellulose that coats and cross-links cellulose
microfibrils. XETs can cut and rejoin XG chains, and are
therefore considered a key agent regulating cell wall expansion and
are believed to be the enzyme responsible for the incorporation of
newly synthesized XG into the wall matrix [80]. The expression
pattern of these enzymes implies an activation of cell wall
biosynthesis during the night in green berries. Several other
profiles of transcripts involved in cell wall related processes point in
the same direction. Cell division cycle protein 45 (CDC45;
VIT_12s0142g00280), which interacts in the MCM (mini-chro-
mosome maintenance) complex and plays a central role in the
regulation and elongation stages of eukaryotic chromosomal DNA
replication [81,82] was night induced in G2. In addition CDC7
(VIT_15s0021g01380, VIT_00s0616g00030), which triggers a
Figure 6. Fold change enrichment of functional categories (p,0.01) when compared to whole grapevine genome. Left part of the
graph: night down-regulated transcripts and right part of graph night up-regulated transcripts at each analyzed developmental stage.
doi:10.1371/journal.pone.0088844.g006
Figure 7. Cytoscape image of day/night modulated transcripts within the phenylpropanoid pathway. Only transcripts that were
modulated at either, both green or both ripe stages (fold change.2; pval adj,0.05) are displayed. Arrow pointing upwards: up-regulated during the
day (down-regulated at night); Arrow pointing downwards: down-regulated during the day (up-regulated at night). Green Arrow: Same regulation at
G1 and G2; Red Arrow: Same regulation at R1 and R2; Purple Parallelogram: Day up-regulated in green stages; Day down-regulated in ripe stages;
Magenta lines: Translation; Blue lines: Catalysis; Brown line: enzymatic reaction.
doi:10.1371/journal.pone.0088844.g007
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chain reaction resulting in the phosphorylation of the MCM
complex and ultimately in the initiation of DNA synthesis [83]
were concomitantly modulated with CENP-E-like kinetochore
proteins (VIT_13s0067g03250, VIT_13s0067g03230), a centro-
mere protein (VIT_00s0313g00010) and a putative cell elongation
protein (VIT_01s0010g01200; Table S4). Kinetochores are needed
at the onset of mitosis, where cells break down their nuclear
envelope, form a bipolar spindle and attach the chromosomes to
microtubules [84]. Indications of enhanced cell division are also
given by an up-regulation at night in G2 (Table S3) of DNA-
binding proteins (VIT_15s0048g00780, VIT_02s0025g05100) and
a DNA helicase (VIT_16s0013g00300). The transcript expression
pattern observed here confirms literature data from a molecular
point of view where cell multiplication occurs mostly in very young
berries [4]. However, to the best of our knowledge, these results
are the first on fleshy fruit demonstrating that important processes
related to cell division preferentially occur during the night.
The microtubule-driven movement functional category mainly
consists of members of the kinesin family. Kinesins are responsible
for intracellular trafficking of vesicles and organelles along
microtubules and for the dynamics of chromosomes and
microtubules in mitosis and meiosis [85,86]. These processes
seem to occur mainly in more developed green berries (G2) (cluster
3; Figure S2). In addition transcripts within this category showed
night up-regulation at G2 and curiously inversed their day/night
modulation in young green berries (G1; Table S4). Recently, it has
been proposed that kinesins intervene through transcriptional
activation activity in regulating gibberellin biosynthesis and cell
elongation [87]. This could explain the enrichment of this category
in the more advanced green berries where cell division slows down
and cell growth is more due to elongation. Since this category can
only be observed during nighttime development, it is likely that
this event has never been observed in prior transcriptomic studies
in the grapevine.
No Clear Evidence of a Pure Transcriptional Regulation of
Malic Acid Metabolism was Observed
Malic acid accumulates very rapidly during the first growth
phase and decreases throughout the second growth phase until
harvest. The switch from malic acid net accumulation to
degradation occurs at the onset of ripening [6,88,89]. Synthesis
takes place in the cytosol, through carboxylation of phosphoenol-
pyruvate (PEP) provided from glycolysis, to oxaloacetate (OAA) by
phosphoenolpyruvate carboxylase (PEPC) and further reduction
into malate (MA) by cytosolic NAD-dependent malate dehydro-
genase (NAD-MDH). Two transcripts coding for PEPCs
(VIT_01s0011g02740, VIT_12s0028g02180) were repressed follow-
ing the induction of ripening (cluster 2 day and cluster 7 night;
Table S3 and S5). This regulation matches the developmental
pattern of malate in berries. However, PEPC isogenes
(VIT_19s0015g00410, VIT_19s0015g00420, VIT_12s0028g02180)
were observed, exhibiting opposite expression patterns (cluster 1;
Table S5). NAD-MDH transcripts (VIT_10s0003g02500,
VIT_03s0088g01190; VIT_15s0021g02410, VIT_10s0003g01000,
VIT_10s0003g01000, VIT_01s0010g03090, VIT_19s0014g01640;
Table S5) also showed very variable patterns throughout
development. These molecular data mirror the fact that berries
can form malate from 14CO2 at any stage of development [90] and
that enzymes involved in MA synthesis are not systematically
down-regulated during ripening when no more net accumulation
of MA occurs. This observation is in accordance with the literature
where no relationship between MA content and the activities of
PEPC or malic enzyme were observed in low and high acid peach
cultivars [91], the acidless grape mutant Gora Chirine [92], apple
[93,94] and in low and high acidic loquat cultivars [95]. It
therefore seems unlikely that MA accumulation is determined by
the activity of these pathways. In plants, both the PEPC and malic
enzyme (ME) are regulated by pH in a way that contributes to the
stabilization of cytoplasm pH [25,96,97,98].
The reactions involved in malic acid breakdown are oxidation
by the Krebs cycle, gluconeogenesis, fermentation reactions that
produce ethanol, anthocyanin synthesis, and amino acid inter-
conversions [88,99,100]. Degradation takes place both in the
cytosol, by oxidation into pyruvate and PEP via malic enzyme
(ME) and phosphoenol-pyruvate-carboxykinase (PEPCK), respec-
tively, and in the mitochondria, where MA is a substrate for the
citrate cycle [101]. It should be noted that mitochondria purified
from ripening berries cannot oxidize malate in the absence of
added pyruvate, exactly as if the plant-specific mitochondrial ME
was lacking [117]. Ruffner et al. (1976) [102] reported an increase
in PEPCK activity in ripening grapes which coincides with two
PEPCK transcripts found by Terrier et al. (2005) [12]. In
microvine berries two PEPCKs were consistently up-regulated
throughout development (VIT_00s2840g00010,
VIT_07s0205g00070; cluster 8; Table S5). Together with the
observed up-regulation of MDHs (VIT_15s0021g02410,
VIT_10s0003g01000, VIT_10s0003g01000, VIT_01s0010g03090,
VIT_19s0014g01640) these results confirm that the neoglucogenic
pathway via OAA (catalyzed by MDH) and PEP (catalyzed by
PEPCK) is active in the ripening berry. Functional studies on
purified membrane vesicles clearly suggest that malate metabolism
is controlled by changes affecting the bioenergetics of energy
coupling at the vacuolar membrane in fruits [89]. In Arabidopsis
thaliana, malate vacuolar transport is mediated by tonoplast
dicarboxylate transporters (TDTs) [103] and members of the
aluminum-activated malate transporter family (ALMT) [104].
AtALMT9 and AtALMT6 channels were associated with low fruit
acidity in apples [105]. In the present study, ALMT1 isogenes were
detected (VIT_08s0105g00250, VIT_09s0018g00890,
VIT_06s0009g00450, VIT_06s0009g00480; Table S5) and allocat-
ed to different clusters during the day and at night, but showed a
tendency to down-regulation during berry development. Curious-
ly, two of these isogenes (VIT_06s0009g00450,
VIT_06s0009g00480) were significantly down-regulated between
G2 and R1 at night (Table S3), whereas the others did not show
any changes between two consecutive stages. ALMT1 seems hence
not to trigger MA breakdown. By contrast, ALMT9 isoenzymes
(VIT_02s0025g00700, VIT_18s0122g00020) were induced from
G2 to R1 (Table S3). This suggests possible involvement of
ALMT9 in MA metabolism transporting it from the vacuole to the
cytoplasm to be catabolized by MDH and PEPCK.
Tartaric Acid Regulation Does not Show Significant Day/
Night Variation
Tartaric acid (TA) is quantitatively the most important acid in
the mature berry [106]; as it is not used in primary metabolic
pathways after the onset of ripening, the drop in tartaric acid
concentration during ripening is due to dilution from water
import, whereas the amount of tartaric acid per berry remains
fairly constant [6,107,108]. As it is not directly affected by climatic
conditions, TA is a very important wine quality-determining
compound, in particular in warm climatic regions, and in the
context of climate warming where malic acid is consumed rapidly
resulting in a drop in total acidity and an increase in wine pH. TA
synthesis occurs in the early stages of berry development
immediately after fruit set and it levels off before the lag phase
[5]. Ascorbic acid (Asc) has been proposed as its precursor with L-
idonate dehydrogenase (L-IdnDH) showing its highest expression in
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young green berries as the main rate-limiting enzyme in the TA
synthesis pathway [109]. L-IdnDH (VIT_16s0100g00290) was
down-regulated throughout berry development (cluster 7; Table
S5), matching the pattern of TA synthesis. Specific modulation at
any of the green stages was not observed which is to be expected
because L-idhDH transcripts are most abundant when TA synthesis
starts in the very early stages of development. The down-
regulation from G2 to R1 was twice as great during daytime
development as during the night. In addition L-IdhDH night up-
regulation was observed in the ripening berry without any
apparent physiological reason (Table S4).
Asc as the major precursor of tartaric acid is synthesized by the
Smirnoff-Wheeler pathway from L-galactono-1,4-lactone pro-
duced from GDP-L-mannose by the sequential action of GDP-
mannose-3,5-epimerase (GME), GDP-L-galactose phosphorylase (VTC2), L-
galactose-1-phosphate phosphatase and L-galactose dehydrogenase (L-
GalDH), the direct ascorbate precursor [110]. Galacturonic acid
from cell walls was suggested as an alternative major precursor of
ascorbate with galacturonate reductase as a possible regulatory step
enzyme [111]. Three VTC2 isoenzymes were detected of which
two (VIT_14s0006g01370, VIT_10s0003g05000) were slightly up-
regulated throughout berry development (cluster 1 and cluster 7;
Table S5). Only one (VIT_19s0090g01000; cluster 2) was down-
regulated as expected given its putative role in TA synthesis, which
ceases just before the lag phase.
Day Seems to be as Important as Night in Amino Acid
Metabolism
Free amino acids and ammonia make up the majority of
nitrogen (N) containing compounds. Half of the berry’s total
nitrogen is imported during ripening where proline (pro) and
arginine (arg) account for over 70%. Only a-amino acids (pro is
not fermented) are important yeast nutrients and thus needed for
successful alcoholic fermentation [112,113]. In addition they
contribute to a considerable extent to varietal flavor in the finished
wine [114].
In this study, most analyzed amino acids exhibited a steady
increase from fruit set throughout ripening (Table S1.) Only
glutamine (gln) was accumulated very early and steadily from
berry set (BS) to G2 and thereafter decreased slightly from R1 to
R2. Gln is a nitrogen donor for many biosynthetic reactions,
including the biosynthesis of other amino acids, purines, pyrim-
idines, glucosamime and carbamoyl phosphate and its biosynthesis
is catalyzed by glutamine synthetase. Consistently glutamine
synthetase isogenes (VIT_16s0100g00580, VIT_03s0088g00570,
VIT_05s0020g02480; Table S3) were highly up-regulated at G2
and three other isogenes were induced from young to ripening
stages (VIT_07s0104g00170, VIT_08s0007g04670,
VIT_10s0042g01000; Table S5).
A transcript coding for NADH glutamate synthase
(VIT_07s0005g00530) which catalyzes the reaction from gln to
glutamate (glu) was down-regulated (cluster 2, day and night) in
ripening berries in addition to GLT1 (NADH-dependent glutamate
synthase 1) genes (VIT_16s0098g00290, VIT_15s0024g01030),
where the second transcript was only detected during daytime
development. The complex regulation of glu and gln does not
permit any conclusive statement to be made about the molecular
events occurring during berry development during the day and at
night.
In grapevine berries, pro accumulation starts very late during
the first growth phase and continues throughout ripening [115],
arg, the other principal amino acid, which shares significant
pathway features with pro, begins to accumulate earlier in the
green berry and continues during ripening. Arg accumulation
levels off early during ripening in cultivars exhibiting very high pro
concentrations [116], which, on the basis of this study, also seems
to be true for the microvine. Arg was present in green berries, but
a significant increase was observed both in pro and arg, in
particular in ripening berries. There are two pathways of pro
biosynthesis in higher plants. The first is from glu, which is
converted to pro by two successive reductions catalyzed by
pyrroline-5-carboxylate synthase (P5CS) and pyrroline-5-carboxylate reduc-
tase (P5CR), respectively. P5CS is a bifunctional enzyme catalyzing
firstly the activation of glu by phosphorylation and secondly the
reduction of the labile intermediate c-glutamyl phosphate into
glutamate-semialdehyde (GSA), which is in equilibrium with the
P5C form [117,118]. Although it has been shown that pro
accumulation in grapes occurred independently from P5CS which
was expressed evenly during berry development and in which
other regulation systems probably intervene [115], we detected
P5CS isogenes (VIT_15s0024g00720, VIT_08s0007g01060), which
were up-regulated in ripening berries (cluster 1; Table S5) where
pro is accumulated. This is in agreement with other microarray
studies carried out on Cabernet Sauvignon [18] and Trincadeira
[17]. Moreover, three pro transporter isogenes were detected
(VIT_13s0019g03220, VIT_13s0073g00290, VIT_07s0141g00640;
Table S3) and correlated with pro accumulation during up-
regulation from G2 to R1 without showing any day/night
specificities.
An alternative pathway starts with the pro precursor ornithine,
which can be transaminated to P5C by ornithine aminotransferase
(OAT), a mitochondrial-located enzyme [119]. An OAT tran-
script (VIT_10s0003g03870) was down-regulated in G1 (cluster 6;
Table S5) during the day, suggesting that this pathway may not be
important in green berries. A glutamate decarboxylase (GDC)
transcript (VIT_01s0011g06610) producing c-aminobutyrate was
induced in green berries before the lag phase, and then
continuously down-regulated (cluster 7 day and night; Table S5).
The latter transcript exhibited as well a day induction in G2. As c-
aminobutyrate is also a stress marker this could explain the
daytime up-regulation in response to higher day temperatures in
green berries.
Lysine-histidine transporters (LHT) show a very high affinity for
amino acids, and LHT1 in particular belongs to a class of amino
acid transporters that is specific for lys and his [120]. It has been
shown that LHT1 is involved in the uptake of amino acids from
soil into the leaf mesophyll cells [121]. No clear pattern in LHT1
isogenes was observed in this study: Some isogenes
(VIT_01s0010g02500, VIT_01s0010g02510, VIT_01s0010g02520)
were up-regulated in G1 (cluster 5 day and night; Table S5)
whereas others (VIT_06s0061g01210, VIT_14s0171g00400, cluster
8 day and 9 night; Table S5) showed opposite patterns.
Genes Involved in Terpene and Carotenoid Biosynthesis
Show Circadian Patterns
Terpenoid volatiles, principally monoterpene alcohols such as
linalool, geraniol, nerol and terpineol are important flavor and
aroma compounds of grapevine berries and wine, and most
accumulate during ripening [122,123]. For example, in fruits of
the cultivar Muscat, the terpenoid content paralleled sugar
accumulation and several monoterpenes reached peak levels in
the overripe fruit [124], though present molecular data does not
unambiguously confirm this. Monoterpenes are products of the
isoprenoid pathway from the intermediates isopentenyl-pyrophos-
phate (IPP) and its isomer dimethylallyl pyrophosphate (DMAPP).
IPP is synthesized via the non-mevalonate pathway that requires
1-deoxy-D-xylulose 5-phosphate synthase. The transcript coding for this
enzyme (VIT_09s0002g02050) was consistently down-regulated
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during berry development (cluster 7 day; cluster 2 night; Table S5)
whereas isopentenyl diphosphate isomerase 2 transcripts, catalyzing the
conversion of IPP to DMAPP were induced in ripening berries
(VIT_00s0768g00030, VIT_04s0023g00600, VIT_11s0206g00020,
cluster 1 day and night; Table S3 and S5).
Geraniol 10-hydroxylase (G10H) is thought to play an
important role in iridoid monoterpenoid and indole alkaloid
biosynthesis [125]. Most G10H transcripts were induced in
ripening berries to the same degree at day and night (cluster 1;
Table S5). However, two transcripts (VIT_02s0012g02370,
VIT_02s0012g02380) showed nighttime induction in ripening
berries, which was most pronounced at the latest stage (Table
S4). Several transcripts coding for the enzymes involved in the
biosynthesis of the bicyclic monoterpene pinene were found to be
modulated. Pinene has a woody-green pine aroma and is one of
the most widely detected volatile organic compounds emitted by
plant into the atmosphere [126]. Several homologues of pinene
synthase showed down-regulation in ripening berries (Table S3 and
S5). Two of the transcripts (VIT_08s0007g06860,
VIT_12s0059g02710) were induced at night in R1 (Table S4).
The tendency to exhibit a circadian expression pattern of pinene
synthase-coding transcripts has been observed in Artemisia annua
[126], but here this day/night pattern was observed at only one
berry developmental stage.
Two sesquiterpene synthases, (+)-valencene- and (2)-germa-
crene D-synthase have been recently characterized in Vitis Vinifera
L. berries. Their expression was principally induced during later
stages of berry development, several weeks after the onset of
ripening [127]. Consistent with this, it was found that a valencene
synthase (VIT_18s0001g04050) and a (2)-germacrene D synthase were
induced in ripening berries (Table S3). Several isogenes of (2)-
germacrene D synthase exhibited night up-regulation in R1
(VIT_18s0001g04550, VIT_18s0001g04120, VIT_18s0001g04780,
VIT_18s0001g05240; Table S4) suggesting a circadian regulation
amongst genes in terpene biosynthesis.
An important subgroup of terpenes are carotenoids, a hetero-
geneous group of plant isoprenoids primarily present in the
photosynthetic membranes of all plants where they quench triplet
chlorophyll, singlet oxygen, and also superoxide anion radicals
[128]. The first committed step in carotenoid biosynthesis is the
production of the 40-carbon phytoene from condensation of two
geranylgeranyl pyrophosphate (GGPP) molecules, catalyzed by the
enzyme phytoene synthase (PSY). Three PSYs were detected
showing opposite expressions hence not presenting a consistent
pattern during berry development (Table S5).
The cleavage of carotenoids can lead to the formation of C13-
norisoprenoids and the phytohormones abscisic acid and strigo-
lactone. C13-norisoprenoids are important flavor compounds
contributing to varietal character of grapes and wine. In the
grapevine, a direct relationship between a decrease in carotenoid
concentration and C13-norisoprenoid production has been dem-
onstrated [129]. The C13-norisoprenoids identified in wine with
important sensory properties are TCH (2,2,6-trimethylcyclohex-
anone), b-damascenone, b-ionone, vitispirane, actinidiol, TDN
(1,1,6-trimethyl-1,2-dihydronaphthalene), riesling acetal and TPB
(4-(2,3,6-trimethylphenyl)buta-1,3-diene) [130]. The principal
enzyme involved in the cleavage of carotenoids to C13 norisopre-
noids is carotenoid cleavage dioxygenase 1 (CCD1), which has been
characterized in grapes where it exhibited an induction of gene
expression towards ripening [131]. In the present study a putative
CCD1 homologue (VIT_02s0087g00930) was identified that was
highly up-regulated towards ripening (cluster 1 day and night;
Table S3 and S5) supporting the results obtained by Mattieu et al.,
2005 [131] where C13-norisprenoid synthesis takes place rather in
ripening berries occurring after CCD induction.
Circadian Clock Related Transcripts Followed Day/Night
Patterns Mainly in Green Berries
The circadian clock consists of morning, core, and evening
interlocking feedback loops [132]. The MYB transcription factors
CCA1 (circadian clock associated1) and LHY (late elongated hypocotyl)
belong to the core loop in Arabidopsis thaliana [29]. CCA1 regulates
homeostasis of ROS (reactive oxygen species) and would thus
coordinate time-dependent responses to oxidative stress [133]. In
both green stages, a CAA1 transcript (VIT_15s0048g02410; Table
S4) was considerably induced at night while LHY responded only
in G1. CIR1, a third circadian clock-related transcript putatively
involved to the core loop (VIT_04s0079g00410; Table S4) was
found to be day/night modulated at all stages but R2. The
morning loop induces PRR9 and PRR7 (pseudo response regulator)
that are linked to CCA1/LHY [134,135]. In microvine berries
isogenes of PRR7 (VIT_13s0067g03390, VIT_06s0004g03660,
VIT_06s0004g03650), PRR9 (VIT_15s0048g02540) and a PRR5
(VIT_16s0098g00900) were concomitantly induced during the day
but only in the first green stage of berry development (Table S4). A
putative GI (gigantea) transcript (VIT_18s0157g00020) identified in
the evening loop [136] and epistatic to ELF4 (early flowering 4) [137]
was down-regulated at G1 whereas ELF4 (VIT_13s0067g00860)
showed night induction at both G1 and G2. A homologue
(VIT_07s0104g00350) to ZGT acting as a coupling agent between
the central circadian oscillator and rhythmic LHCB1 (light harvesting
complex) was induced during the day in G1 and G2. It may be
concluded that green berries are significantly more responsive to
the circadian cycle than ripe berries. It can be hypothesized that
this is due to the fact that ripe berries have reserves in the form of
fructose and glucose, whereas green berries photosynthesize
during the day and many genes associated with the circadian
clock are somehow involved in photosynthesis also.
Heat Shock Related Genes and Transcription Factors
Change their Day/Night Expression Pattern According to
Developmental Stage
The multi-protein-bridging factor 1c (MBF1c) previously character-
ized in Arabidopsis thaliana functions upstream to salicylic acid,
ethylene and trehalose upon heat stress [138,139]. In microvine
berries, MBF1c showed consistent up-regulation towards ripening
(VIT_11s0016g04080; cluster 6 day and cluster 8 night; Table S5).
This heat shock responsive transcription factor would be expected
to be daytime induced as well due to the temperature gradient
between day and night (DTday +10uC). MBF1c was induced during
the day in green berries, but no modulation was observed in ripe
berries, indicating a higher temperature sensitivity of the green
berry.
VvGOLS1 (galactinol synthase) has recently been identified as being
temperature regulated in berries of Cabernet Sauvignon L. [140].
This gene is transactivated by the heat shock transcription factor
VvHSFA2 [140]. In microvine berries, several galactinol synthase
coding isogenes were modulated throughout berry development
and/or during the day/night (Table S3–S5). Ten of these probe
sets exhibited day/night co-regulation - all were day up-regulated
in green berries and inversely modulated in ripening berries.
However, they did not show a common pattern of regulation
throughout berry development. The VvGOLS1 gene locus
(VIT_07s0005g01970) from Pillet et al., 2012 [141] showed
consistent up-regulation throughout development (cluster 6 day
and cluster 8 night) and day induction only at G2. As the day/
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night temperature gradient was +10uC it was expected that
VvGOLS1 would be activated during the day as it is very responsive
to heat stress. However, in ripening berries, it seemed to loose this
function like MBF1c: circadian changes appeared thus to have
greater impact than the day/night temperature gradient.
In plants, bHLH (basic helix-loop-helix) proteins function as
transcriptional regulators modulating secondary metabolism, fruit
dehiscence, carpel and epidermal development, phytochrome
signaling, and responses to environmental factors [141,142,143].
This functional category showed continuous down-regulation
throughout berry development, with a peak in the young green
berry where major events in early reproductive development occur
(cluster 7, Figure S3). Furthermore, enrichment could be observed
only during night development, confirming the previous hypoth-
esis that significant changes in cellular division take place at night
in green berries, as supported by the expression pattern of a
transcript coding for SPATULA (VIT_18s0001g10270) which
affected cell proliferation in Arabidopsis thaliana [144].
Ethylene
As the grapevine fruit ripens without ethylene and does not
exhibit a respiration burst nor high production of ethylene it has
consequently been classified as non-climacteric [145]. However,
Chervin et al., 2004 [146] reported a modest increase in ethylene
at the onset of ripening in the grapevine. The same authors
observed a correlation between ethylene accumulation and the
expression of 1-aminocyclopropane-1-carboxylate oxidase (AOC) tran-
scripts and enzyme activity in berries. AOC catalyzes the final
reaction step from ACC to ethylene [147] and has been also
identified in the wall of apple and tomato fruit cells [148]. Eleven
AOC isogenes were detected without exhibiting a common pattern
throughout development. However ethylene receptor coding
transcripts (ETR1; VIT_19s0093g00580, ETR2;
VIT_06s0004g05240) were induced during development in ripen-
ing berries (ETR1: cluster 1 night, cluster 6 day and ETR2: cluster
1 night, cluster 8 day; Table S5). In addition to these
developmental regulations, ETR2 showed nighttime induction in
ripening berries (Table S5). These results support the hypothesis of
ethylene intervention in berry ripening whose role might be in
relation to berry architecture or anthocyanin accumulation
[146,149]. Taking this into account, together with the observed
abundance of principal phenylpropanoid pathway transcripts at
night in ripe berries, putative involvement of ethylene in secondary
metabolism could be supposed. However, indications do exist that
the circadian rhythm plays a critical role in ethylene regulation
and should be taken into account in further hormonal studies.
Abscisic Acid
Abscisic acid (ABA) intervenes in embryo and endosperm
formation during seed development, in seed dormancy in mature
berries and has a promotive role during fruit ripening [98].
Highest ABA levels are found in very young berries, which then
decrease until ripening, where accumulation resumes in parallel
with coloration and sugar accumulation [145,150]. The rate
limiting enzyme in ABA synthesis, 9-cis-epoxycarotenoid dioxygenase
[151] (NCED; VIT_02s0087g00930), steadily increased throughout
berry development (cluster 5; Table S5), which is in agreement
with previous studies on other varieties [18]. Another important
enzyme involved in ABA synthesis is zeaxanthin epoxidase (ZEP),
which catalyzes zeaxanthine biosynthesis, a carotenoid precursor
for ABA [152]. There are few data on ZEP available - Deluc, et al.
2007 [18] observed a steady decrease in expression in Cabernet
Sauvignon L. during berry development, the same pattern of ZEP
transcripts (VIT_00s0533g00020; VIT_13s0156g00350,
VIT_07s0031g00620; cluster 2 night, cluster 7 day; Table S5)
was found in microvine berries at day and night.
An NCED transcript was found to be induced during the day in
green berries but this expression was inversed in R1
(VIT_19s0093g00550; Table S4). In Arabidopsis thaliana induction
of this enzyme led to greater stress tolerance to intense light and
high temperatures [153]. CYP707A1 (VIT_02s0087g00710) and
CYP707A2 (VIT_07s0031g00690) encode for abscisic acid 8’-
hydroxylases which controls seed dormancy and germination in
Arabidopsis thaliana [154]. Interestingly, they also exhibited night-
time up-regulation of CYP707A1 at all stages but in young green
berries CYP707A2 was induced only in G2 (Table S4). Generally
ABA also plays a role in abiotic and biotic stress tolerance in plants
[155], thus these results reinforce the observation that oxidative
stress appears to occur during the night in ripening berries.
However, the opposite was observed in regards to the ABA-
mediated signaling category, which was significantly enriched in
transcripts down-regulated at night in R1 (Figure 6). This was
mainly due to isogenes of ATHVA22A (Arabidopsis thaliana HVA22
homologue A) that were up-regulated during the day in R1 and in R2
(Table S4). HVA22 is mediated by ABA and was induced by cold
and drought stress in barley [156]. It has been shown that HVA22
is a ER- and golgi-localized protein that negatively regulates GA-
mediated vacuolation and programmed cell death [157]. This
regulation pattern cannot be explained by temperature neither by
the previously described oxidative stress hypothesis occurring at
night in ripening berries. Nonetheless, it shows though that the
genes of this family appear to be moderately responsive to diurnal
and developmental changes.
Gibberellins
Gibberellins (GAs) are regulators of many plant development
processes, mainly cell division and expansion. During the
reproductive development of the grapevine, GAs are known to
be involved in the regulation of grapevine fruit set and young berry
expansion. Accordingly, GA levels during berry development are
high around flowering and early in berry development and
decrease steadily thereafter [158]. Two gibberellin receptor coding
transcripts (GID1L3; VIT_15s0048g01390, VIT_15s0048g01350)
were night up-regulated in R2 (Table S4). Similar night induction
in ripening berries was observed in relation to Gibberellin oxidases
(GA 20ox2: VIT_03s0063g01290, VIT_03s0063g01280 and GA 2ox:
VIT_05s0077g00520), enzymes involved in GA metabolism in
higher plants [159]. During berry development many isogenes
coding for the above enzymes where allocated to different clusters
exhibiting no clear expression pattern (Table S5). No conclusions
can be drawn regarding GA developmental regulation; day/night
expression patterns of detected transcripts indicate their putative
involvement in secondary metabolism, which was found to be
highly active at night in ripening berries.
Cytokinins
Cytokinins intervene in the establishment of the vasculature
during embryonic development; they control the number of early
cell divisions and have a regulatory control on meristem activity
and organ growth during postembryonic development [160]. In
the grapevine berry they are thought to be involved in fruit set and
growth promotion with maximum concentrations in young
berries, decreasing towards ripening. [161]. Induction of tran-
scripts was observed in young green berries, which are involved in
mediating cytokinin reception and transport, such as histidine kinase
(AHK4/WOL; VIT_01s0011g06190) acting as a cytokinin receptor
protein [162], (cluster 5 day; Table S5). Purine permease 1 (PUP1;
VIT_18s0001g06950, VIT_18s0001g06940, VIT_18s0001g06910),
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involved in cytokinin transport [163] showed consistent up-
regulation throughout berry development (cluster 6 day and
cluster 8 night). Isopentenyltransferase, catalyzing the rate-limiting
step in cytokinin biosynthesis in Arabidopsis thaliana [164]
(VIT_09s0070g00710, VIT_07s0104g00270) was concomitantly
regulated (cluster 6 day and night; Table S5) and exhibited
additional up-regulation during the day in R1 (Table S4). It was
not possible to confirm the results of Deluc et al., 2011 [18] who
observed a steady decrease in a putative cytokinin oxidase during
berry development, probably related to decreases in cytokinin
content. In microvine berries three transcripts coding for a
putative cytokinin oxidase (VIT_00s2520g00010,
VIT_00s2191g00010, VIT_00s0252g00040) were strongly up-
regulated (cluster 1; Table S5) in ripening berries, indicating that
this enzyme probably does not play a major role in cytokinin
synthesis. Many cytokinin-mediated transcripts were down-regu-
lated at night in G1 (see functional category cytokinin-mediated
signaling in Figure 6). Most of these probesets were homologues to
the pseudo-regulators (PRRs) that were discussed above in the
circadian clock section.
Conclusion
To our knowledge this is the first genome-wide transcriptomic
study on fleshy fruits deciphering night regulations throughout
development, and comparing day/night gene expression changes
at different stages. All developmentally regulated transcripts
detected during the day were also detected at night, validating
previous approaches based solely on day sampling. Day expression
data was well correlated with other expression data obtained on a
non-dwarf genotype grown in the field.
Here, advantage has been taken of the microvine model to
perform simultaneous sampling of fruits at several developmental
stages from the same plant. Due to the size of the microvine,
experiments could be performed in climatic chambers under
strictly controlled environmental conditions (i.e. day/night radi-
ation, temperature, vapor pressure deficit) unprecedented in other
development studies on grapevine fruit development. Thereby
experimental noise, affecting gene expression in a non-quantifiable
way, was reduced to a minimum. It was demonstrated that 20% of
developmentally-regulated transcripts were only detected during
the night and that very few transcripts are day/night regulated
consistently throughout all stages of development. This indicates
that photoperiod regulation drastically changes at the onset of
sugar storage in berries. In many pathways, it was observed that
the gene expression pattern showed a day/night variation with
changes in relation to sampling stage. This is particularly
noticeable with respect to cell wall-related processes that are more
active during night in the young fruit. Significant observations
were made in relation to secondary metabolism-related enzymes
that were only present in the ripening berry during the night.
Several processes showed an inversion of their day/night
regulation between green and ripe berries, such as sugar transport
and phytoalexin synthesis, which were more pronounced during
the day in green berries and vice versa in ripening berries.
Interestingly, the oxidative burst transiently detected by several
authors at the onset of ripening was observed to occur at nighttime
in the ripening berry.
For a greater understanding of the mechanisms involved in the
regulation of berry development, it appears to be essential to
evaluate different processes and events both during the day and at
night. Considering the significant diurnal changes observed during
this study on plants grown under controlled conditions, it would
also seem necessary to investigate the transcriptomic response to
abiotic stresses and its day – night modulation at different stages of
development.
Materials and Methods
Plant Material
One year old own-rooted microvines were grown in a
greenhouse until a stable fructification was established. The
reproductive system was normalized among all plants by removing
organs up to flowering. Plants were further grown in climatic
chambers (2 m2). One whole developmental cycle was undergone
under fully controlled conditions (day/night temperature: 30/
20uC, Photoperiod: 14 h, VPD: 1 kPa). Reproductive organs were
sampled in biological triplicates two hours before the end of the
day and the end of the night and were immediately frozen in liquid
N2. 30 berries per replicate were crushed into liquid N2 and the
obtained powder was used for biochemical analysis and RNA
extraction.
Organic Acid and Sugar Analysis
For organic acid, glucose and fructose approximately 0.1 g of
powder was diluted five fold in deionized water and samples were
frozen at 220uC. Prior to analysis diluted aliquots were defrosted
and subsequently heated (60uC for 30 min). After cooling to
ambient temperature, samples were homogenized and diluted with
4.375 mM acetate as an internal standard. To avoid potassium
bitartrate precipitation, 1 mL sample was mixed with 0.18 g of
Sigma AmberliteH IR-120 Plus (sodium form) and agitated in a
rotary shaker for at least 10 hours before centrifugation
(13000 rpm for 10 min). The supernatant was transferred into
HPLC vials before injection on Aminex HPXH87H column eluted
in isocratic conditions (0.05 mL.min21, 60uC, H2SO4) [165].
Organic acids were detected at 210 nm with a waters 2487 dual
absorbance detectorH. A refractive index detector Kontron 475H
was used to determine fructose and glucose concentration.
Concentrations were calculated according to Eyegghe-Bickong
et al. 2012 [166].
Amino Acid Analysis
Primary amino acids were analyzed using a modified version of
a previously reported method [167]. A Hewlett-Packard (Agilent
Technologies Massy, FranceH) 1100 179 series HPLC instrument
was used, with a G1321A fluorescence detector set at excitation
and emission wavelengths of 330 nm and 440 nm, respectively.
Separations were carried out on a 150 mm63 mm Macherey
Nagel DurabondH column 5 mm dp, protected by a 1 mm C18
SecurityGuardH cartridge supplied by Phenomenex (France).
Mobile phase A consisted of 95% 0.05 M acetate buffer, pH 6.5
and 5% methanol:acetonitrile [1:1] filtered under vacuum using a
0.22 mm nylon membrane. Mobile phase B consisted of
methanol:acetonitrile [1:1]. Separations were carried out at
40uC with a flow rate of 0.5 ml/min. As proline does not react
with OPA, a new high-throughput spectrophotometric method
was developed and validated for its analysis. Briefly, the method
involves reacting the sample with ninhydrin in DMSO and formic
acid at 100uC for 15 minutes to yield a salmon pink reaction
product. Under these conditions, primary amino acids do not react
with ninhydrin and thanks to the particular solvent composition,
the extraction and centrifugation steps reported in similar methods
are avoided.
RNA Extraction
RNA extraction was carried out using an in-house extraction
buffer containing 6 M guandine-hydrochloride, 0.15 M tri-sodi-
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um-citrate, 20 mM EDTA and 1.5% CTAB. Five volumes of
room temperature extraction buffer supplemented with 1% MSH
were added to 1 g of powder followed by immediate agitation. Cell
debris was removed by centrifugation, and after chloroform
treatment one volume isopropanol was added to precipitate RNA.
Samples were kept at –20uC for at least two hours. RNA was
precipitated by centrifugation washed with 75% ethanol and the
pellet was suspended with RLC Buffer from the Quiagen
rnaEasyH Kit previously supplemented with 1.5% CTAB. To
reduce pectin and tannin residues an additional chloroform
treatment was carried out. The succeeding washing steps and the
DNAase treatment are performed as described in the kit.
Absorbance was measured at 260 and 280 nm and the concen-
tration of RNA was determined with a NanoDrop 2000c
Spectrophotometer (Thermo ScientificH). The integrity of RNA
was evaluated using an 2100 Bioanalyzer (Agilent TechnolgiesH).
Nimblegen 12x Microarray Hybridization
cDNA synthesis, labeling, hybridization and washing reactions
were performed according to the NimbleGen Arrays User’s Guide
(V 3.2). Hybridization was performed on a NimbleGen microarray
090818 Vitis exp HX12 (Roche, NimbleGen Inc., Madison, WI),
consisting of 29,549 predicted genes on the basis of the 12X
grapevine V1 gene prediction version V1 http://srs.ebi.ac.uk/.
The chip probe design is available at the following url: http://
ddlab.sci.univr.it/FunctionalGenomics/. The raw data is available
at the Gene Expression Omnibus (http://www.ncbi.nlm.nih.gov/
geo/info/linking.html) under the series entry GSE52829.
Statistical Analysis
The Robust Multi-array Analysis (RMA) algorithm was used for
background correction, normalization and expression levels [168].
Differential expression analysis was performed with the bayes t-
statistics from the linear models for microarray data (limma) [169].
P-values were corrected for multiple-testing using the Benjamini-
Hochberg’s method [170]. Transcripts were considered as
significantly modulated when absolute change was .2 fold (log2
fold change .1) and adjusted p. value was ,0.05 between two
conditions. Gene clustering was performed on mean centered
values of RMA normalized and log2 transformed expression data.
This analysis was performed using the Multiple Experiment
Viewer version 4.6.2H software package, and based on the k-
means method using Pearson’s correlation distance calculated on
the gene expression profiles. Gene annotation was derived from
Grimplet et al., 2012 [171].
Visualization of Grapevine Transcriptomics Data Using
MapMan Software
Information from the Nimblegen microarray platform was
integrated using MapMan software [172] as described for the
Array Ready Oligo Set Vitis Vinifera (grape), V1.0 (Operon,
Qiagen), and the Affymertix GeneChipH Vitis Vinifera Genome
Array [64] (correspondence from Grimplet et al.; 2012 [172].
Mapman pathway analysis was performed with day and night-
specific transcripts allocated to cluster 1 and 2, respectively. For
identified genes, the fold change between G2 and R1 was
calculated and mapped on the pathway ‘‘metabolism overview’’.
Day-specific values were mapped in red and night-specific ones in
blue.
Cytoscape Pathway Analysis
For the illustration of the phenylpropanoid pathway, transcripts
that were significantly and concomitantly modulated (fc .2, p,
0.05) in either both green or both ripe stages were mapped using
VitisNet networks through cytoscape v 2.8.3 s [173].
Functional Categories
Transcripts allocated to day - night development clusters or
identified by statistical testing were analyzed with FatiGO [174] in
order to identify significant enrichment of functional category.
Categories were derived form [171] and Fisher’s exact test was
carried out to compare genes list with non-redundant transcripts
from the grapevine genome. Significant enrichment was consid-
ered in case of p value ,0.01 and illustrated as fold change.
Supporting Information
Figure S1 Fold change of enriched functional categories
of transcripts allocated to cluster 1 and 2. Categories for all
day and night as well as for day and night specific transcript within
cluster is illustrated.
(PDF)
Figure S2 Fold change of enriched functional categories
of transcripts allocated to cluster 3 and 4. Categories for all
day and night as well as for day and night specific transcript within
cluster is illustrated.
(PDF)
Figure S3 Fold change of enriched functional categories
of transcripts allocated to cluster 5 and 6. Categories for all
day and night as well as for day and night specific transcript within
cluster is illustrated.
(PDF)
Figure S4 Fold change of enriched functional categories
of transcripts allocated to cluster 7 and 8. Categories for all
day and night as well as for day and night specific transcript within
cluster is illustrated.
(PDF)
Figure S5 Correlation between genes expression (log2)
between green and ripening stages of Corvina L. (Fasoli
et al., 2012) and microvine berries.
(BMP)
Table S1 Amino acid content of sampled berries.
(XLSX)
Table S2 Overview of the number of up and down-regulated
transcripts within all developmental stages.
(XLSX)
Table S3 All modulated transcripts between developmental
stages.
(XLSX)
Table S4 Day – Night modulated transcripts.
(XLSX)
Table S5 Transcripts allocated to clusters.
(XLSX)
Table S6 Transcripts, identified in Corvina L. as well as in
microvine berries between green and ripe stages.
(XLSX)
Acknowledgments
For technical support during climatic chamber experiments, support
during sampling and with sample processing, we would like to thank
Rattaphon Chatbanyong, Gilbert Lopez, Marc Farnos, Cle´a Houel, Agne`s
Ageorges, The´re`se Marlin, Sandrine Vialet and Bertrand Muller.
Day - Night Transcriptomics of Berry Development
PLOS ONE | www.plosone.org 15 February 2014 | Volume 9 | Issue 2 | e88844
Author Contributions
Conceived and designed the experiments: MR CR. Performed the
experiments: MR CR NL AP LT. Analyzed the data: MR JG. Contributed
reagents/materials/analysis tools: MR CR MK LT. Wrote the paper: MR
CR. Paper corrections: MK LT JG. Administrative supervision: LT. Plant
culture: NL LT AP.
References
1. International Organisation of Vine and Wine (2012), Statistical report on world
vitiviniculture. Available: http://www.oiv.int/.
2. Coombe BG (1992) Research on Development and Ripening of the Grape
Berry. Am J Enol Vitic 43: 101–110.
3. Ollat N, Diakou-Verdin P, Carde JP, Barrieu F, Gaudillere JP, et al. (2002)
Grape berry development: a review. Journal International des Sciences de la
Vigne et du Vin (2002) 36(3): 109–131.
4. Ojeda H, Deloire A, Carbonneau A, Ageorges A, Romieu C (1999) Berry
development of grapevines: Relations between the growth of berries and their
DNA content indicate cell multiplication and enlargement. Vitis 38: 145–150.
5. Conde C, Silva P, Fontes N, Dias ACP, Tavares RM, et al. (2007) Biochemical
Changes throughout Grape Berry Development and Fruit and Wine Quality.
Food 1: 1–22.
6. Romieu C (2001) Grape berry acidity. I. In: KA R-A, editor. Molecular biology
and biotechnology of the grapevine: Dordrecht. 35–57.
7. Kennedy JA, Hayasaka Y, Vidal SP, Waters EJ, Jones GP (2001) Composition
of Grape Skin Proanthocyanidins at Different Stages of Berry Development.
Journal of Agricultural and Food Chemistry 49: 5348–5355.
8. Kennedy JA, Saucier C, Glories Y (2006) Grape and Wine Phenolics: History
and Perspective. Am J Enol Vitic 57: 239–248.
9. Adams DO (2006) Phenolics and Ripening in Grape Berries. Am J Enol Vitic
57: 249–256.
10. Lund ST, Bohlmann J (2006) The Molecular Basis for Wine Grape Quality-A
Volatile Subject. Science 311: 804–805.
11. Ryona I, Lecleire S, Sacks GL (2010) Correlation of 3-isobutyl-2-methoxypyr-
azine to 3-isobutyl-2-hydroxypyrazine during maturation of bell pepper
(Capsicum annuum) and wine grapes (Vitis vinifera). J Agr Food Chem 58:
9723–9730.
12. Terrier N, Glissant D, Grimplet J, Barrieu F, Abbal P, et al. (2005) Isogene
specific oligo arrays reveal multifaceted changes in gene expression during
grape berry development. Planta 222: 832–847.
13. Pilati S, Perazzolli M, Malossini A, Cestaro A, Dematte L, et al. (2007)
Genome-wide transcriptional analysis of grapevine berry ripening reveals a set
of genes similarly modulated during three seasons and the occurrence of an
oxidative burst at veraison. BMC Genomics 8: 428.
14. Giovannoni J (2001) Molecular Biology of fruit maturation and ripening.
Annual Review of Plant Physiology and Plant Molecular Biology 52: 725–749.
15. Jaillon O, Aury J, Noel B, Policriti A, Clepet C (2007) The grapevine genome
sequence suggests ancestral hexaploidization in major angiosperm phyla.
Nature 449: 463–467.
16. Guillaumie S, Fouquet R, Kappel C, Camps C, Terrier N, et al. (2011)
Transcriptional analysis of late ripening stages of grapevine berry. BMC Plant
Biology 11: 165.
17. Fortes A, Agudelo-Romero P, Silva M, Ali K, Sousa L, et al. (2011) Transcript
and metabolite analysis in Trincadeira cultivar reveals novel information
regarding the dynamics of grape ripening. BMC Plant Biology 11: 149.
18. Deluc L, Grimplet J, Wheatley M, Tillett R, Quilici D, et al. (2007)
Transcriptomic and metabolite analyses of Cabernet Sauvignon grape berry
development. BMC Genomics 8: 429.
19. Grimplet J, Deluc L, Tillett R, Wheatley M, Schlauch K, et al. (2007) Tissue-
specific mRNA expression profiling in grape berry tissues. BMC Genomics 8:
187.
20. Sweetman C, Wong D, Ford C, Drew D (2012) Transcriptome analysis at four
developmental stages of grape berry (Vitis vinifera cv. Shiraz) provides insights
into regulated and coordinated gene expression. BMC Genomics 13: 691.
21. Lijavetzky D, Carbonell-Bejerano P, Grimplet J, Bravo G, Flores P, et al.
(2012) Berry Flesh and Skin Ripening Features in Vitis vinifera as Assessed by
Transcriptional Profiling. PLoS One 7: e39547.
22. Fasoli M, Dal Santo S, Zenoni S, Tornielli GB, Farina L, et al. (2012) The
grapevine expression atlas reveals a deep transcriptome shift driving the entire
plant into a maturation program. The Plant cell 24: 3489–3505.
23. Boss PK, Davies C (2009) Molecular Biology Of Anthocyanin Accumulation In
Grape Berries. In: Roubelakis-Angelakis KA, editor. Grapevine Molecular
Physiology \& Biotechnology: Springer Netherlands. 263–292.
24. Sweetman C, Deluc L, Cramer G, Ford C, Soole K (2009) Regulation of
malate metabolism in grape berry and other developing fruits. Phytochemistry
70: 1329–1344.
25. Possner D, Ruffner HP, Rast DM (1983) Regulation of Malic Acid Metabolism
in Berries of Vitis Vinifera. Acta Hort (ISHS) 139: 117–122.
26. Greenspan MD, Shackel KA, Matthews M.A (1994) Developmental changes in
the diurnal water budget of the grape berry exposed to water deficits. Plant,
Cell & Environment 17: 811–820.
27. Johnson RW, Dixon MA, Lee DR (2006) Water relations of the tomato during
fruit growth. Plant, Cell & Environment 15: 947–953.
28. Singsaas E, Ort DR, DeLucia E (2001) Diurnal regulation of photosynthesis in
understory saplings. New Phtyologist 145: 39–49.
29. Alabadi D, Oyama T, Yanovsky MJ, Harmon FG, Mas P, et al. (2001)
Reciprocal regulation between TOC1 and LHY/CCA1 within the Arabidopsis
circadian clock. Science 293: 880–883.
30. Chow BY, Kayb SA (2013) Global approaches for telling time: Omics and the
Arabidopsis circadian clock. Seminars in Cell & Developmental Biology 24:
383–392.
31. Reppert SM, Weaver DR (2002) Coordination of circadian timing in
mammals. Nature 418: 935–941.
32. Schaffer R, Landgraf L, Accerbi M, Simon V, Larson M, et al. (2001)
Microarray Analysis of Diurnal and Circadian-Regulated Genes in Arabidop-
sis. The Plant cell 13: 113–123.
33. Harmer SL, Hogenesch JB, Straume M, Chang H-S, Han B, et al. (2000)
Orchestrated Transcription of Key Pathways in Arabidopsis by the Circadian
Clock. Science 290: 2110–2113.
34. Covington MF, Harmer SL (2007) The Circadian Clock Regulates Auxin
Signaling and Responses in Arabidopsis. PLoS Biol 5: e222.
35. McWatters HG, Devlin PF (2011) Timing in plants- A rhythmic arrangement.
FEBS Letters 585: 1474–1484.
36. Boss PK, Thomas MR (2002) Association of dwarfism and floral induction with
a grape ’green revolution’ mutation. Nature 416: 847–850.
37. Franks T, Botta R, Thomas MR, Franks J (2002) Chimerism in grapevines:
implications for cultivar identity, ancestry and genetic improvement. TAG
Theoretical and Applied Genetics 104: 192–199.
38. Chaı¨b J, Torregrosa L, Mackenzie D, Corena P, Bouquet A, et al. (2010) The
grape microvine – a model system for rapid forward and reverse genetics of
grapevines. The Plant Journal 62: 1083–1092.
39. Luchaire N, Rienth M, Torregrosa L, Romieu C, Muller B, et al. The
microvine: an ecophysiological model for grapevine. In: Queiroz J, Carneiro A,
editors. Proceedings 18th International Symposium GiESCO; 2013; Porto.
Ciencia e Tecnica Vitivinicola. 788–794.
40. Rienth M, Luchaire N, Chatbanyong R, Agorges A, Kelly M, et al. The
microvine provides new perspectives for research on berry physiology. In:
Queiroz J, Carneiro A, editors. Proceedings 18th International Symposium
GiESCO; 2013. Ciencia e Tecnica Vitivinicola. 412–417.
41. Rienth M, Dauzat M, Pellegrino A, Lopez G, Torregrosa L, et al. (2012) First
observations of the microvine development under 100% LED (light emitting
diodes) illumination. Vitis 51: 167–173.
42. Soufleros E, Barrios M-L, Bertrand A (1998) Correlation Between the Content
of Biogenic Amines and Other Wine Compounds. Am J Enol Vitic 49: 266–
278.
43. Bouloumpasi E, Soufleros EH, Tsarchopoulos C, Biliaderis CG (2002) Primary
amino acid composition and its use in discrimination of Greek red wines with
regard to variety and cultivation region. Vitis 4: 195–202.
44. Fasoli M, Dal Santo S, Zenoni S, Tornielli G, Farina L, et al. (2012) The
grapevine expression atlas reveals a deep transcriptome shift driving the entire
plant into a maturation program. The Plant cell 24: 3489–3505.
45. Zhang X-Y, Wang X-L, Wang X-F, Xia G-H, Pan Q-H, et al. (2006) A Shift of
Phloem Unloading from Symplasmic to Apoplasmic Pathway Is Involved in
Developmental Onset of Ripening in Grape Berry. Plant Physiol 142: 220–232.
46. Jimenez A, Creissen G, Kular B, Firmin J, Robinson S, et al. (2002) Changes in
oxidative processes and components of the antioxidant system during tomato
fruit ripening. Planta 214: 751–758.
47. Aharoni A, Keizer LC, Van Den Broeck HC, Blanco-Portales R, Munoz-
Blanco J, et al. (2002) Novel insight into vascular, stress, and auxin-dependent
and -independent gene expression programs in strawberry, a non-climacteric
fruit. Plant Physiol 129: 1019–1031.
48. Pilati S, Perazzolli M, Malossini A, Cestaro A, Dematte L, et al. (2007)
Genome-wide transcriptional analysis of grapevine berry ripening reveals a set
of genes similarly modulated during three seasons and the occurrence of an
oxidative burst at veraison. BMC Genomics 8: 428.
49. Torres MA, Dangl JL (2005) Functions of the respiratory burst oxidase in biotic
interactions, abiotic stress and development. Current Opinion in Plant Biology
8: 397–403.
50. Sanmartin M, Pateraki I, Chatzopoulou F, Kanellis AK (2007) Differential
expression of the ascorbate oxidase multigene family during fruit development
and in response to stress. Planta 225: 873–885.
51. Yang Y, Fan F, Zhuo R, Ma F, Gong Y, et al. (2012) Expression of the laccase
gene from a white rot fungus in Pichia pastoris can enhance the resistance of
this yeast to H2O2-mediated oxidative stress by stimulating the glutathione-
based antioxidative system. Appl Environ Microbiol 78: 5845–5854.
52. Foreman J, Demidchik V, Bothwell JHF, Mylona P, Miedema H, et al. (2003)
Reactive oxygen species produced by NADPH oxidase regulate plant cell
growth. Nature 422: 442–446.
53. Creasy GL, Price SF, Lombard PB (1993) Evidence for Xylem Discontinuity in
Pinot noir and Merlot Grapes: Dye Uptake and Mineral Composition During
Berry Maturation. American journal of Enology and Viticulture 44: 187–192.
Day - Night Transcriptomics of Berry Development
PLOS ONE | www.plosone.org 16 February 2014 | Volume 9 | Issue 2 | e88844
54. Shelp BJ, Bown AW, McLean MD (1999) Metabolism and functions of
gamma-aminobutyric acid. Trends in Plant Science 4: 446–452.
55. Tesniere CM, ROMIEU C, Vayda ME (1993) Changes in the Gene
Expression of Grapes in Response to Hypoxia. American journal of Enology
and Viticulture 44: 445–451.
56. Pereira H, Bara˜o A, Delgado M, Morais-Cecı´lio L, Viegas W (2005) Genomic
analysis of Grapevine Retrotransposon 1 (Gret1) in Vitis vinifera. TAG
Theoretical and Applied Genetics 111: 871–878.
57. Shelp BJ, Bozzo GG, Trobacher CP, Chiu G, Bajwa VS (2012) Strategies and
tools for studying the metabolism and function of gamma-aminobutyrate in
plants. I. Pathway structure. Botany 90: 651–668.
58. Narsai R, Wang C, Chen J, Wu J, Shou H, et al. (2013) Antagonistic,
overlapping and distinct responses to biotic stress in rice (Oryza sativa) and
interactions with abiotic stress. BMC Genomics 14: 93.
59. Schmalstig JG, Hitz WD (1987) Contributions of sucrose synthase and
invertase to the metabolism of sucrose in developing leaves : estimation by
alternate substrate utilization. Plant Physiol 85: 407–412.
60. Geigenberger P, Stitt M (1993) Sucrose synthase catalyses a readily reversible
reaction in vivo in developing potato tubers and other plant tissues. Planta 189:
329–339.
61. Kleczkowski LA, Kunz S, Wilczynska M (2010) Mechanisms of UDP-Glucose
Synthesis in Plants. Critical Reviews in Plant Sciences 29: 191–203.
62. Amor Y, Haigler CH, Johnson S, Wainscott M, Delmer DP (1995) A
membrane-associated form of sucrose synthase and its potential role in
synthesis of cellulose and callose in plants. Proceedings of the National
Academy of Sciences 92: 9353–9357.
63. Monagas M, Bartolome´ B, Gomez-Cordove´s C (2005) Updated Knowledge
About the Presence of Phenolic Compounds in Wine. Critical Reviews in Food
Science and Nutrition 45: 85–118.
64. Rotter A, Camps C, Lohse M, Kappel C, Pilati S, et al. (2009) Gene expression
profiling in susceptible interaction of grapevine with its fungal pathogen Eutypa
lata: Extending MapMan ontology for grapevine. BMC Plant Biology 9: 104.
65. Herrmann KM, Weaver LM (1999) The shikimate pathway. Annu Rev Plant
Physiol Plant Mol Biol 50: 473–503.
66. Fremont L (2000) Biological effects of resveratrol. Life Sciences 66: 663–673.
67. Bertelli A, Das DK (2009) Grapes, Wines, Resveratrol, and Health. Journal of
Cardiovascular Pharmacology 54: 468–476.
68. Waterhouse A (2002) Wine phenolics. Ann N Y Acad Sci 957: 21–36.
69. Mun˜oz-Robredo PR, Manrı´quez D, Molina R, Defilippi BG (2011)
Characterization of sugars and organic acids in commercial varieties of table
grapes. Chilean journal of agricultural research 71.
70. Winkel-Shirley B (2001) Flavonoid Biosynthesis. A Colorful Model for
Genetics, Biochemistry, Cell Biology, and Biotechnology. Plant Physiol 126:
485–493.
71. Boss P, Davies C, Robinson S (1996) Expression of anthocyanin biosynthesis
pathway genes in red and white grapes. Plant Molecular Biology 32: 565–569.
72. Bogs J, Downey MO, Harvey JS, Ashton AR, Tanner GJ, et al. (2005)
Proanthocyanidin Synthesis and Expression of Genes Encoding Leucoantho-
cyanidin Reductase and Anthocyanidin Reductase in Developing Grape
Berries and Grapevine Leaves. Plant Physiology 139: 652–663.
73. Brillouet J-M, Romieu C, Schoefs B, Solymosi K, Cheynier V, et al. (2013) The
tannosome is an organelle forming condensed tannins in the chlorophyllous
organs of Tracheophyta. Annals of Botany.
74. Williams CA, Harborne JB (1994) flavone and flavonol glucosides. In:
Harborne JB, editor. The Flavonoids Advances in Research since 1986:
Chapman and Hall: London. 337–385.
75. Ford CM, Hoj PB (1998) Multiple glucsyltranscerase activitties in the grapevine
Vitis vinifera L. Australian J Grape and Wine Res 4: 48–58.
76. He F, Mu L, Yan G-L, Liang N-N, Pan Q-H, et al. (2010) Biosynthesis of
Anthocyanins and Their Regulation in Colored Grapes. Molecules 15: 9057–
9091.
77. Coombe BG, MccCarthy MG (2000) Dynamics of grape berry growth and
physiology of ripening. Australian Journal of Grape and Wine Research 6:
131–135.
78. Nunan KJ, Sims IM, Bacic A, Robinson SP, Fincher GB (1998) Changes in
Cell Wall Composition during Ripening of Grape Berries. Plant Physiology
118: 783–792.
79. Nunan K, Davies C, Robinson S, Fincher G (2001) Expression patterns of cell
wall-modifying enzymes during grape berry development. Planta 214: 257–
264.
80. Bourquin V, Nishikubo N, Abe H, Brumer H, Denman S, et al. (2002)
Xyloglucan Endotransglycosylases Have a Function during the Formation of
Secondary Cell Walls of Vascular Tissues. The Plant Cell Online 14: 3073–
3088.
81. Broderick R, Nasheuer HP (2009) Regulation of Cdc45 in the cell cycle and
after DNA damage. Biochem Soc Trans 37: 926–930.
82. Broderick R, Ramadurai S, Toth K, Togashi DM, Ryder AG, et al. (2012) Cell
Cycle-Dependent Mobility of Cdc45 Determinedin vivo by Fluorescence
Correlation Spectroscopy. PLoS One 7: e35537.
83. Lei M, Tye BK (2001) Initiating DNA synthesis: from recruiting to activating
the MCM complex. J Cell Sci 114: 1447–1454.
84. McHedlishvili N, Wieser S, Holtackers R, Mouysset J, Belwal M, et al. (2012)
Kinetochores accelerate centrosome separation to ensure faithful chromosome
segregation. J Cell Sci 125: 906–918.
85. Endow SA (1999) Microtubule motors in spindle and chromosome motility.
Eur J Biochem 262: 12–18.
86. Sheetz MP (1999) Motor and cargo interactions. Eur J Biochem 262: 19–25.
87. Li J, Xu Y, Chong K (2012) The novel functions of kinesin motor proteins in
plants. Protoplasma 249 Suppl 2: S95–100.
88. Etienne A, Genard M, Lobit P, Mbeguie-A-Mbeguie D, Bugaud C (2013)
What controls fleshy fruit acidity? A review of malate and citrate accumulation
in fruit cells. Journal of Experimental Botany 64: 1451–1469.
89. Terrier N, Sauvage F-X, Ageorges A, Romieu C (2001) Changes in acidity and
in proton transport at the tonoplast of grape berries during development.
Planta 213: 20–28.
90. Steffan H, Rapp A, Ullemeyer H, Kupfer G (1975) Ueber den reifeabhaengi-
gen Saeure-Zucker-Stoffwechsel bei Berren vonf V. vinifera-Sorten untersucht
mit 14C-Verbindungen. Vitis 14: 181–189.
91. Moing A, Rothan C, Svanella L, Just D, Diakou P, et al. (2000) Role of
phosphoenolpyruvate carboxylase in organic acid accumulation during peach
fruit development. Physiologia Plantarum 108: 1–10.
92. Diakou P, Svanella L, Raymond P, Gaudillere J-P, Moing A (2000)
Phosphoenolpyruvate carboxylase during grape berry development: protein
level, enzyme activity and regulation. Functional Plant Biology 27: 221–229.
93. Yao Y-X, Li M, Liu Z, You C-X, Wang D-M, et al. (2009) Molecular cloning
of three malic acid related genes MdPEPC, MdVHA-A, MdcyME and their
expression analysis in apple fruits. Scientia Horticulturae 122: 404–408.
94. Berueter J (2004) Carbohydrate metabolism in two apple genotypes that differ
in malate accumulation. Journal of Plant Physiology 161: 1011–1029.
95. Chen F-X, Liu X-H, Chen L-S (2009) Developmental changes in pulp organic
acid concentration and activities of acid-metabolising enzymes during the fruit
development of two loquat (Eriobotrya japonica Lindl.) cultivars differing in
fruit acidity. Food Chemistry 114: 657–664.
96. Drouet AG, Hartmann CJR (1977) Activity of pear fruit malic enzyme; its
regulation by metabolites. Phytochemistry 16: 505–508.
97. Lakso AN, Kliewer WM (1975) The Influence of Temperature on Malic Acid
Metabolism in Grape Berries. Plant Physiol 56: 370–372.
98. Davies C, Boss P, Robinson S (1997) Treatment of Grape Berries, a
Nonclimacteric Fruit with a Synthetic Auxin, Retards Ripening and Alters
the Expression of Developmentally Regulated Genes. Plant Physiol 115: 1155–
1161.
99. Famiani F, Robert P, Walker LT, Chen ZH, Proietti P, Leegood RC (2000) An
immunohistochemical study of the compartmentation of metabolism during the
development of grape (Vitis vinifera L.) berries. Journal of Experimental
Botany 51 (345): 675–683.
100. Ruffner HP (1982) Metabolism of tartaric and malic acids in Vitis: A review,
Part A. Vi 21: 247–259.
101. Lobit P, Michel Genard PS, Habib R (2006) Modelling malic acid
accumulation in fruits: relationships with organic acids, potassium, and
temperature. Journal of Experimental Botany 57 (6): 1471–1483.
102. Ruffner HP, Hawker JS, Hale CR (1976) Temperature and enzymic control of
malate metabolism in berries of Vitis vinifera. Phytochemistry 15: 1877–1880.
103. Emmerlich V, Linka N, Reinhold T, Hurth MA, Traub M, et al. (2003) The
plant homolog to the human sodium/dicarboxylic cotransporter is the vacuolar
malate carrier. Proceedings of the National Academy of Sciences of the United
States of America 100: 11122–11126.
104. Kovermann P, Meyer S, Ho¨rtensteiner S, Picco C, Scholz-Starke J, et al. (2007)
The Arabidopsis vacuolar malate channel is a member of the ALMT family.
The Plant Journal 52: 1169–1180.
105. Bai Y, Dougherty L, Li M, Fazio G, Cheng L, et al. (2012) A natural mutation-
led truncation in one of the two aluminum-activated malate transporter-like
genes at the ma locus is associated with low fruit acidity in apple. Molecular
Genetics and Genomics 287: 663–678.
106. Hale CR (1962) Synthesis of Organic Acids in the Fruit of the Grape. Nature
195: 917–918.
107. Findlay N, Oliver KJ, Nil N, Coombe BG (1987) Solute Accumulation by
Grape Pericarp Cells. Journal of Experimental Botany 38: 668–679.
108. Possner D, Kliewer WM (1985) The localisation of acids, sugars, potassium and
calcium in developing grape berries. Vitis 24: 229–240.
109. DeBolt S, Douglas R, Cook F, Christopher M (2006) L-Tartaric Acid Synthesis
from Vitamin C in Higher Plants. Proceedings of the National Academy of
Sciences of the United States of America 14: 5608–5613.
110. Melino VJ, Hayes MA, Soole KL, Ford CM (2011) The role of light in the
regulation of ascorbate metabolism during berry development in the cultivated
grapevine Vitis vinifera L. Journal of the Science of Food and Agriculture 91:
1712–21.
111. Cruz-Rus E, Botella MA, Valpuesta V, Gomez-Jimenez MC (2010) Analysis of
genes involved in l-ascorbic acid biosynthesis during growth and ripening of
grape berries. Journal of Plant Physiology 167: 739–748.
112. Bely M, Sablayrolles J-M, Barre P (1990) Automatic detection of assimilable
nitrogen deficiencies during alcoholic fermentation in oenological conditions.
Journal of Fermentation and Bioengineering 70: 246–252.
113. Hernandez-Orte P, Ibarz MJ, Cacho J, Ferreira V (2005) Effect of the addition
of ammonium and amino acids to musts of Airen variety on aromatic
composition and sensory properties of the obtained wine. Food Chemistry 89:
163–174.
114. Hernandez-Orte P, Cacho JF, Ferreira V (2002) Relationship between Varietal
Amino Acid Profile of Grapes and Wine Aromatic Composition. Experiments
Day - Night Transcriptomics of Berry Development
PLOS ONE | www.plosone.org 17 February 2014 | Volume 9 | Issue 2 | e88844
with Model Solutions and Chemometric Study. Journal of Agricultural and
Food Chemistry 50: 2891–2899.
115. Stines AP, Naylor DJ, Hoj PB, van Heeswijck R (1999) Proline Accumulation
in Developing Grapevine Fruit Occurs Independently of Changes in the Levels
of delta1-Pyrroline-5-Carboxylate Synthetase mRNA or Protein. Plant
Physiology 120: 923.
116. Stines AP, Grubb H, Gockowiak H, Henschke PA, Hoj PB, et al. (2000) Proline
and arginine accumulation in developing berries of Vitis vinifera L. in
Australian vineyards: Influence of vine cultivar, berry maturity and tissue type.
Australian Journal of Grape and Wine Research 6: 150–158.
117. Hu C, Delauney A, Verma D (1992) A bifunctional Delta1-enzyme-pyrroline-
5-carboxylate synthetase catalyzes the first two steps in proline biosynthesis in
plant. Proc Natl Acad Sci 89: 9354–9358.
118. Verbruggen N, Hermans C (2008) Proline accumulation in plants: a review.
Amino Acids 35: 753–759.
119. Roosens NHCJ, Thu TT, Iskandar HM, Jacobs M (1998) Isolation of the
Ornithine-delta-Aminotransferase cDNA and Effect of Salt Stress on Its
Expression in Arabidopsis thaliana. Plant Physiology 117: 263–271.
120. Chen L, Bush DR (1997) LHT1, A Lysine- and Histidine-Specific Amino Acid
Transporter in Arabidopsis. Plant Physiology 115: 1127–1134.
121. Hirner A, Ladwig F, Stransky H, Okumoto S, Keinath M, et al. (2006)
Arabidopsis LHT1 Is a High-Affinity Transporter for Cellular Amino Acid
Uptake in Both Root Epidermis and Leaf Mesophyll. The Plant Cell Online
18: 1931–1946.
122. Mateo JJ, Jimenez M (2000) Monoterpenes in grape juice and wines. Journal of
Chromatography A 881: 557–567.
123. Park Seung K, Noble Ann C (1993) Monoterpenes and Monoterpene
Glycosides in Wine Aromas. Beer and Wine Production: American Chemical
Society. 98–109.
124. Wilson B, Strauss CR, Williams PJ (1984) Changes in free and glycosidically
bound monoterpenes in developing muscat grapes. Journal of Agricultural and
Food Chemistry 32: 919–924.
125. Wang J, Liu Y, Cai Y, Zhang F, Xia G, et al. (2010) Cloning and functional
analysis of geraniol 10-hydroxylase, a cytochrome P450 from Swertia mussotii
Franch. Biosci Biotechnol Biochem 74: 1583–1590.
126. Lu S, Xu R, Jia JW, Pang J, Matsuda SP, et al. (2002) Cloning and functional
characterization of a beta-pinene synthase from Artemisia annua that shows a
circadian pattern of expression. Plant Physiol 130: 477–486.
127. Luecker J, Bowen P, Bohlmann J (2004) Vitis vinifera terpenoid cyclases:
functional identification of two sesquiterpene synthase cDNAs encoding (+)-
valencene synthase and (2)-germacrene D synthase and expression of mono-
and sesquiterpene synthases in grapevine flowers and berries. Phytochemistry
65: 2649–2659.
128. Cunningham FX, Gantt E (1998) Genes and enzymes of carotenoid
biosynthesis in Plants. Annu Rev Plant Physiol Plant Mol Biol 49: 557–583.
129. Razungles A, Guuenata Z, Pinatel S, Baumes RL, Bayonove CL (1993) Etude
quantitative de composes terpeniques, norisoprepnoıques et de leurs pre-
curseurs dans diverses varietes de raisin. Sciences des Aliments 13: 59–72.
130. Mendes-Pinto MM (2009) Carotenoid breakdown products the-norisoprenoids-
in wine aroma. Archives of Biochemistry and Biophysics 483: 236–245.
131. Mathieu S, Terrier N, Procureur J, Bigey F, Guenata Z (2005) A Carotenoid
Cleavage Dioxygenase from Vitis vinifera L.: functional characterization and
expression during grape berry development in relation to C13-norisoprenoid
accumulation. Journal of Experimental Botany 56: 2721–2731.
132. Harmer SL (2009) The circadian system in higher plants. Annu Rev Plant Biol
60: 357–377.
133. Lai AG, Doherty CJ, Mueller-Roeber B, Kay SA, Schippers JHM, et al. (2012)
CIRCADIAN CLOCK-ASSOCIATED 1 regulates ROS homeostasis and
oxidative stress responses. Proceedings of the National Academy of Sciences
109: 17129–17134.
134. Zeilinger MN, Farre EM, Taylor SR, Kay SA, Doyle FJ (2006) A novel
computational model of the circadian clock in Arabidopsis that incorporates
PRR7 and PRR9. Mol Syst Biol 2.
135. Locke JC, Kozma-Bognar L, Gould PD, Fehe´r B, Kevei E, et al. (2006)
Experimental validation of a predicted feedback loop in the multi-oscillator
clock of Arabidopsis thaliana. Molecular systems biology 2: 59.
136. Pokhilko A, Hodge SK, Stratford K, Knox K, Edwards KD, et al. (2010) Data
assimilation constrains new connections and components in a complex,
eukaryotic circadian clock model. Mol Syst Biol 6: 416.
137. Kim Y, Yeom M, Kim H, Lim J, Koo HJ, et al. (2012) GIGANTEA and
EARLY FLOWERING 4 in Arabidopsis Exhibit Differential Phase-Specific
Genetic Influences over a Diurnal Cycle. Molecular Plant 5: 678–687.
138. Suzuki N, Bajad S, Shuman J, Shulaev V, Mittler R (2008) The transcriptional
co-activator MBF1c is a key regulator of thermotolerance in Arabidopsis
thaliana. The Journal of biological chemistry 283: 9269–9275.
139. Suzuki N, Sejima H, Tam R, Schlauch K, Mittler R (2011) Identification of the
MBF1 heat-response regulon of Arabidopsis thaliana. The Plant Journal 66:
844–851.
140. Pillet J, Egert A, Pieri P, Lecourieux F, Kappel C, et al. (2012) VvGOLS1 and
VvHsfA2 are involved in the heat stress responses in grapevine berries. Plant &
cell physiology 53: 1776–1792.
141. Feller A, Machemer K, Braun EL, Grotewold E (2011) Evolutionary and
comparative analysis of MYB and bHLH plant transcription factors. The Plant
Journal 66: 94–116.
142. Castillon A, Shen H, Huq E (2007) Phytochrome Interacting Factors: central
players in phytochrome-mediated light signaling networks. Trends Plant Sci 12:
514–521.
143. Pires N, Dolan L (2010) Origin and Diversification of Basic-Helix-Loop-Helix
Proteins in Plants. Mol Biol Evol 27: 862–874.
144. Ichihashi Y, Horiguchi G, Gleissberg S, Tsukaya H (2010) The bHLH
transcription factor SPATULA controls final leaf size in Arabidopsis thaliana.
Plant & cell physiology 51: 252–261.
145. Coombe B, Hale C (1973) The Hormone Content of Ripening Grape Berries
and the Effects of Growth Substance Treatments. Plant Physiol 51: 629–634.
146. Chervin C, El-Kereamy A, Roustan J-P, Latche´ A, Lamon J, et al. (2004)
Ethylene seems required for the berry development and ripening in grape, a
non-climacteric fruit. Plant Science 167: 1301–1305.
147. Hamilton AJ, Bouzayen M, Grierson D (1991) Identification of a tomato gene
for the ethylene-forming enzyme by expression in yeast. Proceedings of the
National Academy of Sciences of the United States of America 88: 7434–7437.
148. Ramassamy S, Olmos E, Bouzayen M, Pech J-C, AL (1998) 1-aminocyclo-
propane-1-carboxylate oxidase of apple fruit is periplasmic. Journal of
Experimental Botany 49: 1909–1915.
149. El-Kereamy A, Chervin C, Roustan J-P, Cheynier V, Souquet J-M, et al.
(2003) Exogenous ethylene stimulates the long-term expression of genes related
to anthocyanin biosynthesis in grape berries. Physiologia Plantarum 119: 175–
182.
150. Deytieux-Belleau C, Gagne S, L’Hyvernay A, Doneche B, Geny L (2007)
Possible roles of both abscisic acid and indol-acetic acid in controlling grape
berry ripening process. Journal international des Sciences de la Vigne et du Vin
41.
151. Martinez-Andujar C, Ordiz MI, Huang Z, Nonogaki M, Beachy RN, et al.
(2011) Induction of 9-cis-epoxycarotenoid dioxygenase in Arabidopsis thaliana
seeds enhances seed dormancy. Proceedings of the National Academy of
Sciences 108: 17225–17229.
152. Du H, Wang N, Cui F, Li X, Xiao J, et al. (2010) Characterization of the beta-
carotene hydroxylase gene DSM2 conferring drought and oxidative stress
resistance by increasing xanthophylls and abscisic acid synthesis in rice. Plant
Physiol 154: 1304–1318.
153. Iuchi S, Kobayashi M, Taji T, Naramoto M, Seki M, et al. (2001) Regulation
of drought tolerance by gene manipulation of 9-cis-epoxycarotenoid dioxy-
genase, a key enzyme in abscisic acid biosynthesis in Arabidopsis. The Plant
journal : for cell and molecular biology 27: 325–333.
154. Okamoto M, Kuwahara A, Seo M, Kushiro T, Asami T, et al. (2006)
CYP707A1 and CYP707A2, which encode abscisic acid 8’-hydroxylases, are
indispensable for proper control of seed dormancy and germination in
Arabidopsis. Plant Physiol 141: 97–107.
155. Ton J, Flors V, Mauch-Mani B (2009) The multifaceted role of ABA in disease
resistance. Trends in Plant Science 14: 310–317.
156. Shen Q, Chen CN, Brands A, Pan SM, Ho TH (2001) The stress- and abscisic
acid-induced barley gene HVA22: developmental regulation and homologues
in diverse organisms. Plant Mol Biol 45: 327–340.
157. Guo WJ, Ho TH (2008) An abscisic acid-induced protein, HVA22, inhibits
gibberellin-mediated programmed cell death in cereal aleurone cells. Plant
Physiol 147: 1710–1722.
158. Davies C, Boettcher C (2009) Hormonal Control of Grape Berry Ripening. In:
Roubelakis-Angelakis K, editor. Grapevine Molecular Physiology & Biotech-
nology: Springer Netherlands. 229–261.
159. Hedden P, Phillips AL (2000) Gibberellin metabolism: new insights revealed by
the genes. Trends in Plant Science 5: 523–530.
160. Schmuelling T (2002) New Insights into the Functions of Cytokinins in Plant
Development. Journal of plant growth regulation 21: 40–49.
161. Zhang X, Luo G, Wang R, Wang J, Himelrick DG (2003) Growth and
Developmental Responses of Seeded and Seedless Grape Berries to Shoot
Girdling. Journal of the American Society for Horticultural Science 128: 316–
323.
162. Nishimura C, Ohashi Y, Sato S, Kato T, Tabata S, et al. (2004) Histidine
Kinase Homologs That Act as Cytokinin Receptors Possess Overlapping
Functions in the Regulation of Shoot and Root Growth in Arabidopsis. The
Plant Cell Online 16: 1365–1377.
163. Burkle L, Cedzich A, Dopke C, Stransky H, Okumoto S, et al. (2003)
Transport of cytokinins mediated by purine transporters of the PUP family
expressed in phloem, hydathodes, and pollen of Arabidopsis. The Plant journal
: for cell and molecular biology 34: 13–26.
164. Miyawaki K, Matsumoto-Kitano M, Kakimoto T (2004) Expression of
cytokinin biosynthetic isopentenyltransferase genes in Arabidopsis: tissue
specificity and regulation by auxin, cytokinin, and nitrate. The Plant journal
: for cell and molecular biology 37: 128–138.
165. Schneider A, Gerbi V, Redoglia M (1987) A rapid HPLC method for
separation and determination of major organic acids in grape musts and wine.
Am J Enol Vitic 38 (2): 151–155.
166. Eyegghe-Bickong HA, Alexandersson EO, Gouws LM, Young PR, Vivier MA
(2012) Optimisation of an HPLC method for the simultaneous quantification of
the major sugars and organic acids in grapevine berries. Journal of
Chromatography B 885–886: 43–49.
167. Kelly MT, Blaise A, Larroque M (2010) Rapid automated high performance
liquid chromatography method for simultaneous determination of amino acids
Day - Night Transcriptomics of Berry Development
PLOS ONE | www.plosone.org 18 February 2014 | Volume 9 | Issue 2 | e88844
and biogenic amines in wine, fruit and honey. Journal of chromatography A
1217: 7385–7392.
168. Irizarry RA, Bolstad BM, Collin F, Cope LM, Hobbs B, et al. (2003)
Summaries of Affymetrix GeneChip probe level data. Nucleic Acids Research
31: e15.
169. Smyth G (2005) Limma: linear models for microarray data. In: Gentleman R,
Carey V, Dudoit S, Irizarry RA, Huber W, editors. Bioinformatics and
Computational Biology Solutions using R and Bioconductor. 397–420.
170. Benjamini Y, Y: H, J Royal Stat Soc Series B-Methodol 1995 -O (1995)
Controlling the False Discovery Rate - A practical and powerful approach to
multiple testing. Journal of the Royal Statistical Society 57: 289–300.
171. Grimplet J, Van Hemert J, Carbonell-Bejerano P, Diaz-Riquelme J, Dickerson
J, et al. (2012) Comparative analysis of grapevine whole-genome gene
predictions, functional annotation, categorization and integration of the
predicted gene sequences. BMC Research Notes 5: 213.
172. Thimm O, Blasing O, Gibon Y, Nagel A, Meyer S, et al. (2004) MAPMAN: a
user-driven tool to display genomics data sets onto diagrams of metabolic
pathways and other biological processes. The Plant journal : for cell and
molecular biology 37: 914–939.
173. Grimplet J, Cramer G, Dickerson J, Mathiason K, Van Hemert J, et al. (2009)
VitisNet: ‘‘Omics’’ integration through grapevine molecular networks. PLoS
One 4: e8365.
174. Al-Shahrour F, Diaz-Uriarte R, Dopazo J (2004) FatiGO: a web tool for
finding significant associations of Gene Ontology terms with groups of genes.
Bioinformatics 20: 578–580.
Day - Night Transcriptomics of Berry Development
PLOS ONE | www.plosone.org 19 February 2014 | Volume 9 | Issue 2 | e88844
